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Abstract: The instability of in vitro cultures may cause genetic and epigenetic changes in crops called
somaclonal variations. Sometimes, these changes produce beneficial effects; for example, they can be
used in breeding programs to generate new cultivars with desirable characteristics. In this article,
we present a systematic review designed to answer the following question: How does somaclonal
variation contribute to plant genetic improvement? Five electronic databases were searched for
articles based on pre-established inclusion and exclusion criteria and with a standardized search
string. The somaclonal variation technique has been most frequently applied to ornamental plants,
with 49 species cited in 48 articles, and to the main agricultural crops, including sugarcane, rice,
banana, potato and wheat, in different countries worldwide. In 69 studies, a technique was applied to
evaluate the genetic diversity generated between clones, and, in 63 studies, agronomic performance
characteristics were evaluated. Other studies are related to resistance to pathogens, ornamental
characteristics and resistance to abiotic stresses. The application of the plant growth regulators (PGRs)
benzylaminopurine (BAP) and dichlorophenoxyacetic acid (2,4-D) was the most common method
for generating somaclones, and randomly amplified polymorphic DNA (RAPD) molecular markers
were the most commonly used markers for identification and characterization. Somaclonal variation
has been used in genetic improvement programs for the most economically important crops in the
world, generating genetic diversity and supporting the launch of new genotypes resistant to diseases,
pests and abiotic stresses. However, much remains to be explored, such as the genetic and epigenetic
mechanisms from which somaclonal variation is derived.

Keywords: somaclones; genetic improvement; tissue culture; somaclonal variation; DNA markers

1. Introduction

Plant diseases caused by phytopathogens cause losses to the global economy of more
than 220 billion dollars annually [1]. At least 70 billion dollars are lost due to invasive
pests worldwide, not to mention the loss of biodiversity caused by pathogens. In addition,
abiotic factors such as water deficit, salinity and temperature extremes cause approximately
30 billion dollars in losses to global agriculture. This reality threatens the food security of
several countries and harms small farmers and individuals living in regions where food
security has not yet been achieved [1].
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Therefore, genetic improvement programs seek ways to reduce the impacts caused
by diseases, pests and abiotic stresses on agricultural crops through the development
of resistant or tolerant cultivars. In order to achieve this goal, different strategies are
used. Plant cell and tissue culture are traditionally used for the production, conservation
and improvement of plant resources from an asexual process where clonal multiplication
is expected to generate genetically uniform plants [2,3]. However, Braun [4] made the
first observation and report of variation originated in cell and tissue cultures defined as
somaclonal variation [5]. This has been one of the biggest longstanding problems, i.e.,
obtaining the genetic fidelity of plants from tissue culture in vitro [6]. However, in 1981,
Larkin and Scowcroft identified somaclonal variation as a potential for crop enhancement,
and this was later documented by other researchers [3,7,8].

Since then, new somaclones from different cultures with characteristics useful for
breeding, such as resistance to pathogens, tolerance to abiotic stresses and high produc-
tivity, have been launched [9–13]. Somaclonal variation, in which clones of genetically
identical plants have different phenotypes after regeneration, was observed in most ex-
plants subjected to micropropagation. It is more evident when cells are propagated in
culture for long periods of time and when explants/micropropagated plants suffer several
subsequent subcultures. The first studies involved genetic and epigenetic variations, which
led to the hypothesis that plant growth hormones, such as auxins and cytokinins, could be
responsible for these genetic changes observed in plants [14–16].

Rai [17] discussed the source and genetic basis of somaclonal variation, its detection
methods and the advantages of this tool for agriculture, with the main emphasis on some
useful somaclonal variants released as cultivars. Other studies have reviewed the potential
application of somaclonal variants in the improvement of horticultural crops [18] and
described the current status of understanding the genetic and epigenetic changes that occur
during tissue culture [19]. To summarize the current status of knowledge generated on
somaclonal variation in plant breeding, this article presents a systematic review (SR) of
studies conducted in the last 16 years. The approach presented here makes use of the SR
tool, which provides a summary of all the relevant evidence available on the applications
of this tool in plant breeding. The main countries that work on somaclonal variation,
the somaclones of various cultures generated globally, the purposes of the generated
somaclones, the methods for induction of somaclonal variation, the number of subcultures,
PGRs most used in the induction of somaclonal variation and their doses, the explants
preferentially used, the main phenotypic characteristics observed in the somaclones, the
molecular markers frequently used in the studies to detect somaclonal variation and
information on the gene expression of some somaclones generated are presented.

2. Materials and Methods

This review was constructed based on preferred reports for SR and meta-analyses
(PRISMA) using the open access software State of the Art by SR (Start) v.3.3 Beta 03; the
three main steps used were planning, execution and summarization.

In the planning stage, a protocol was built https://doi.org/10.5281/zenodo.7674327
(accessed on 12 February 2023) to monitor the entire review process. The following features
were defined: title, objective, keywords, research questions, research sources, research
period covered and criteria for the inclusion/exclusion of articles. The main research
question guiding the SR was as follows: How does the somaclonal variation technique
contribute to plant genetic improvement? Based on this question, the secondary questions,
which are described in Table 1, were defined.

https://doi.org/10.5281/zenodo.7674327
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Table 1. List of questions about the use of somaclonal variation as a tool in the genetic improvement of
agricultural crops to be answered by a systematic review of articles published in the last fifteen years.

Research Questions

Q1. In which cultures has the somaclonal variation technique been applied?

Q2. For what purposes is the somaclonal variation technique applied?

Q3. What PGRs and doses are most used to generate somaclonal variants?

Q4. How many subcultures were made to generate somaclones?

Q5. In which countries is the somaclonal variation technique most often applied?

Q6. Which somaclones have already been generated?

Q7. What are the most frequent changes observed in the phenotypic characteristics of somaclones?

Q8. What molecular tools are used to characterize somaclonal variants?

The execution stage consisted of three phases: research, selection and extraction.
The electronic searches were performed using a search string defined with the following
keywords: “plant breeding” AND “somaclonal” OR “somaclone variation”. This search
string was designed to cover the largest possible number of articles on the subject and
was used to identify articles in five databases: Web of Science (http://apps.isiknowledge.
com) (accessed on 15 February 2020), PubMed (http://www.ncbi.nlm.nih.gov/pubmed)
(accessed on 15 February 2020), Springer (https://www.springer.com/br) (accessed on 15
February 2020), Portal of Journals CAPES (http://www.periodicos.capes.gov.br/) (accessed
on 15 February 2020). and Google Scholar (https://scholar.google.com.br/schhp?hl=en&
as_sdt=0,5) (accessed on 15 February 2020). Each database was searched for articles
published over a period of 16 years. Some documents were considered relevant but were
published after the selection stage, so they were added manually. The results were exported
in the BIBTEX, MEDILINE or RIS formats compatible with Start software.

We used a protocol for the development of the SR, and the search terms were based on
the four PICO inclusion components (i.e., population, intervention, comparison, outcome
and study type) [20] (Table 2).

Table 2. Definition of the PICO terms for the research question addressed in this study of somaclonal
variation over the last 16 years.

Description Abbreviation Components of the Question

Population P Agricultural crops that were studied or for which somaclones
were generated.

Interest/intervention I Somaclonal variation for plant breeding.

Comparison C Studies of plant breeding methods used to generate somaclones with
agronomic traits.

Outcome O Overview of the technique of somaclonal variation in plant breeding.
Type of study S Scientific articles.

Initially, in the selection phase, only the title, abstract and keywords were read, and
the articles that contained the terms defined in the search string within these features were
selected. In the extraction phase, the articles were read in full, and the articles were accepted
according to the predefined inclusion (I) and exclusion (E) criteria: (I) articles that contain
in the title, abstract or keywords the terms plant breeding and somaclonal or somaclonal
variation; (E) articles published in languages other than English; (E) articles that deviate
from the topic; (E) review articles; (E) theses, dissertations and manuals; (E) book chapters;
(E) articles published in annals of events; and (E) articles on the evaluation of plant fidelity
after in vitro multiplication.

In the summarization step, graphs, tables, word clouds and bibliometric maps were
generated to compose an SR. The frequencies of articles were calculated for the questions
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described in Table 1. The graphs were generated in R software [21] with the ggplot2
and dplyr packages. The bibliometric analyses were performed using VOSviewer_1.6.17
software [22].

Risk of bias
To evaluate the risk of bias among the articles selected for this SR, we adapted the

Cochrane risk of bias tool protocol [23]. Three authors (MSF, AJR and FSN) evaluated the
quality of the methods used to select the included studies, and the questions used to assess
the risk of bias were the same as those developed for the protocol (found in Table 1). The
studies were classified according to the number of questions answered that contributed to
the SR. Three classifications were adopted:

1. Low risk of bias (low)—articles that answered 100% of the proposed questions.
2. Moderate risk of bias (moderate)—articles that answered up to 60% of the questions.
3. High risk of bias (high)—articles that answered up to 30% of the questions.

In addition, all the PRISMA guidelines were carefully followed; the PRISMA checklist
is available for download at https://doi.org/10.5281/zenodo.7674859 (accessed on 20
February 2020).

3. Results
3.1. Screening of Studies

Figure 1 represents the PRISMA flow diagram used to screen the articles analysed
in this review. The Web of Science was the database that contributed most to this review,
with 1192 articles (27%). PubMed Central contributed 1069 articles (25%), followed by
Google Scholar with 1010 (23%), Springer with 997 (23%) and the CAPES journal portal
with 75 (2%) articles. Eleven important articles were manually added to this review because
they reported the generation and study of somaclones with resistance to diseases, abiotic
stresses and agronomic and molecular aspects [12,13,15,24–31]. In total, 4351 articles were
identified in the databases, of which 882 were duplicates and 3725 were eliminated in
the selection process. In the extraction phase, 629 articles were read in full, and 410 were
excluded because they did not meet the inclusion criteria. A total of 219 articles were
selected for this SR. The manuscripts were stored in an open access digital library available
at https://doi.org/10.5281/zenodo.7641768 (accessed on 22 February 2023).

3.2. Bibliometric Analysis

A bibliometric map was made from the titles of the accepted articles (n = 219)
(Figure 2A). There was a predominance of the terms somaclonal variation, somaclonal
variant and somaclone between 2010 and 2015, which indicates a trend of publications
during this period. The term RAPD (Randomly Amplified Polymorphic DNA) was also
predominant in studies published between 2005 and 2015, showing that this molecular tech-
nique was used in previous studies and that new approaches related to molecular markers
are possibly being adopted nowadays (Figure 2A). A second bibliometric map revealed the
five journals with the largest numbers of publications on the theme of somaclonal variation;
Plant Cell and Tissue and Organ Culture had the most publications, followed by the African
Journal of Science and Technology, In Vitro Cellular and Developmental Biology—Plant,
Plant Cell Reports and Euphytica (Figure 2B).

3.3. Main Countries and Cultures Evaluated

Studies on somaclonal variation in plant breeding were found in 42 countries, but most
are concentrated in India (43) (Figure 3). Other countries that published a relatively high
number of articles on the subject were Pakistan (18), China (18), Egypt (14), Brazil (12), Iran
(11), the United States (10), Poland (10) and South Korea (9). Countries with fewer than 10
published articles are represented in bright green in the map shown in Figure 3. Regarding
the agricultural crops studied, 82 species were evaluated, separated by crop types and
summarized in Table S1. The plant species that are among the 10 most important crops in
terms of production, according to data from the Food and Agriculture Organization (FAO)

https://doi.org/10.5281/zenodo.7674859
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of the United Nations, were not separated. The other species were classified by cultivation
type: fruits (9 species and 26 articles); forage, grasses and cereals (16 species and 21 articles);
vegetables, roots and tubers (7 species and 17 articles); medicinal (13 species and 15 articles),
condiments and spices (4 species and 9 articles); and ornamental (24 species and 45 articles)
(Table S1). The most studied species were sugarcane (30), rice (18), banana (13), potato (10)
and wheat (11) (Table S1).
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In India, the largest numbers of studies have been conducted on sugarcane (14),
medicinal plants (8) and forage, grasses and cereals (7); in Pakistan, sugarcane (14) and
potato (5); in China, rice (6) and ornamental plants (5); in Egypt, potato (3), vegetables,
roots and tubers (3) and wheat (3); in Iran, fruits (4); in Brazil, ornamental plants (7) and
fruits (2); in the United States and South Korea, ornamental plants (6, 4); and in Poland,
vegetables, roots and tubers (Figure 3).

The largest number of somaclones has been generated for sugarcane (16), followed by
ornamental plants (14), banana (9), medicinal plants (6), wheat (6) and rice (5) (Figure 4).
Other crops generated a lower number of somaclones, such as millet (4), strawberries (4),
pineapples (3), cactus (3) and potato (3) (Figure 4). A smaller number of somaclones was
generated for other crops.
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3.4. Methods for Inducing Somaclonal Variation

Regarding the method used to induce somaclonal variation, 154 articles mentioned
only PGRs to induce variation. In 65 articles, previously generated somaclones were
studied, and the method used for their generation was not reported (Figure 5). A higher
number of studies was directed to evaluate the somaclones in the context of existing
genetic diversity (69), followed by studies on agronomic traits for genetic improvement
(63), pathogen-resistant somaclones (29), somaclones with ornamental characteristics (22),
tolerance to salinity (17), tolerance to abiotic stress (10) and tolerance to water deficit (9)
(Figure 5).

Of the articles that reported the use of PGRs, 68 reported benzylaminopurine (BAP), 62
dichlorophenocytic acid (2,4-D); 40 acetic α-naphthalene acid (NAA); 25 kinin (KIN/KT), 23
idolacetic acid (IAA); 15 reported indole-3-butyric acid (IBA); and 12 tiazuron (TDZ). Sixty-
five articles did not mention the use of PGRs, as they evaluated only somaclones previously
generated in other studies (Figure 6). The most used PGRs to generate somaclones with
desirable agronomic characteristics in molecular studies of genetic diversity and pathogen
resistance were BAP, 2,4-D and NAA, respectively (Figure 6). IAA was mainly used to
promote variations related to resistance to pathogens; KIN, IBA and TDZ were used to
induce variation in order to obtain the molecular characteristics of genetic and agronomic
variability generated in somaclones (Figure 6).
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Figure 6. Most commonly used PGRs and the purpose of inducing somaclonal variation. benzy-
laminopurine (BAP); Dichlorophenoxyacetic acid (2,4-D); α-naphthalene acetic acid (NAA); kinetin
(KIN/KT); idolacetic acid (IAA); indole-3-butyric acid (IBA); thidiazuron (TDZ). The data were
obtained from the study of 219 articles included in an SR of the application of somaclonal variation in
plant breeding.

There was high variation between the doses of the PGRs applied in the different
manuscripts, varying from 0.01 mg/L to 16 mg/L (Figure 7). In general, the most reported
doses of PGRs varied between the PGRs, whereas BAP presented the highest number of
different doses applied per manuscript followed by 2,4-D and NAA (Figure 7). The most
applied doses for the BAP were 1 mg/L (23), 2 mg/L (21), 0.05 mg/L (17) and 3 mg/L (9). For
the 2,4-D, the most applied doses were 2 mg/L (26), 1 mg/L (18) and 3 mg/L (10) (Figure 8).
The most applied doses for the NAA were 1 mg/L (13), 0.05 mg/L (11), 2 mg/L (9) and
0.1 mg/L (8). The KIN was mostly applied in doses of 0.05 mg/L (8), 1 mg/L (8) and 2 mg/L
(7); IAA was preferably applied in doses of 2 mg/L (8) and 1 mg/L (5). The most applied
doses for the TDZ and IBA were 1 mg/L (8, 6) and 2 mg/L (4, 5), respectively (Figure 7).
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Figure 7. The most commonly used doses of PGRs to generate somaclonal variants in vitro.
Dichlorophenoxyacetic acid (2,4-D); benzylaminopurine (BAP); idolacetic acid (IAA); indole-3-butyric
acid (IBA); kinetin (KIN/KT); α-naphthalene acetic acid (NAA); thidiazuron (TDZ). The data were ob-
tained from the study of 219 articles included in a systematic review on the application of somaclonal
variation in plant breeding.
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Figure 8. Pie charts summarizing the data of subculture time and number of subcultures in published
articles in the last 16 years recognized in the systematic review: The role of somaclonal variation in
plant genetic improvement: a systematic review.

Of the articles inserted in this SR, 17 referred to the time of subculture in months
or years, ranging from one month to 40 years. In this case, five studies reported that the
subcultures were carried out for one month and some subcultures for two months, four
months and two years; both reported in three articles. The other subculture times were
reported in only 1 article, such as 40, 14 and 10 years and 8 months (Figure 8). The studies
that made clear the number of subcultures totaled 38; within these studies, the highest
number recorded was 25 subcultures, and the lowest was only 2 subcultures (Figure 8).
The number of subcultures recorded in most articles were three (7), four (5) and five (5).

3.5. Types of Explants

Among the sources of explants used, most articles mentioned leaves, except in studies
of the species Vitis vinifera, Vanilla planifolia, Pisum sativum, Pennisetum glaucum and
plants belonging to the family Poaceae and Orchidaceae. Seeds were the second most used
source of explants, and this type of explant was most common among species belonging
to the family Orchidaceae, Triticum species and other crops. In the articles inserted, the
most reported cultures where somaclones were produced include Saccharum officinarum,
species belonging to the Orchidaceae family and species belonging to the genus Musa.
Leaves, seeds and rhizomes were also used as sources of explant (Figure 9).
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3.6. Phenotypic Modifications

Regarding the most frequent phenotypic modifications in somaclones, 69 studies de-
scribed phenotypic modifications caused by genetic variation in several cultures (Table 3).
Phenotypic changes were observed in plant structure, pigmentation, roots, stems, pseu-
dostems, flowers, leaves, fruits and seeds. Several studies have described morphological
changes in leaves, especially changes in colour and length, as detailed in Table 3. Regarding
the plant structure, the articles that reported phenotypic changes referred to the presence
of dwarf plants in different crops, such as pineapple, coffee and banana (Table 3).

Table 3. Morphological characteristics associated with the somaclonal variation event in
different cultures.

Crop Plant Part Phenotypic Characteristic Articles

Hedychiummuluense

Structure

Dwarf plant [32]

Coffea arabica L. Dwarf plant [33]

Wheat spp. Dwarf plant [34]

Pineapple (Ananas comosus
(L.) Merr.) Dwarf plant [35]

Pineapple (Ananas comosus
(L.) Merr.) Dwarf plant [36]

Pineapple Ananas comosus var. MD2 Dwarf plant [37]

Millet genotype 5141 B Pigment Albino plant [38]

Wheat (Triticum aestivum L.) Albino plant [39]

Sweet potato (Ipomoea batatas
(L.) Lam.)

Root
Reduction in number and compliance [40]

Date palm (Phoenix dactylifera L.) Increase in length [41]

Wheat (Triticum aestivum L.) Increase in length [42]

Sugarcane (Saccharum officinarum) (VSI 434)

Stem

Colour variation [43]

Sugarcane (Saccharum spp.) variety CoJ 64 Increase in diameter and length [44]

Sugarcane (NIA-1198) Greater length and number of
internodes [45]

Sugarcane (Saccharum spp.) Biggest diameter [46]

Sugarcane (Saccharum spp.) Larger diameter and length [47]

Sugarcane (Saccharum spp.) Longer length [48]

Sugarcane (Saccharum spp.) Larger diameter and length [49]

Sugarcane (Saccharum spp.) variety BL4 Increase in quantity, smaller diameter
and greater length [50]

Cymbopogon winterianus Biggest diameter [51]

Sugarcane (Saccharum spp.) Longer length [52]

Musa cv ‘Williams’, ‘Ziv’ e ‘Grand Naine’

Pseudostem

Longer length [53]

Musa cv. ‘Grand Naine’ Colour variation [54]

Musa cv ‘FHIA-18′ (AAAB) Appearance and colour [55]

Coffee (Coffea arabica L.)

leaves

Larger number of leaves and larger
leaf area [56]

Dieffenbachia cv. ‘Camouflage’, ‘Camille’ and ‘Star Brigh’ Leaf variegation, longer leaves and
lanceolate leaves [57]

Chrysanthemum (Dendranthema grandiflora (Ramat.) Kitam) Variegated, marbled, pale green leaves [58]

Tobacco (Nicotiana tabacum) variety ‘Kanchan’ Larger number, length and width of
the sheet [59]

Scrophularia takesimensis Leaf variegation [60]

Orchid (Dendrobium sonia-28) Narrow, pointed leaves [61]
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Table 3. Cont.

Crop Plant Part Phenotypic Characteristic Articles

Japanese butterbur (Petasites japonicus) Leaf blade size and leaf blade colour [62]

Rice (Oryza sativa L.) Rolling leaf [63]

Japonica rice (Oryza sativa subsp. japonica) Purple leaf sheath [64]

Dieffenbachia cv. Camouflage Variation in leaf colour [65]

Sweet Potato (Ipomoea batatas
(L.) Lam.)

Mature leaf shape and foliage colour
Leaf petiole shorter and thicker Blade
larger and lighter green colour

[66]

Rice (Oryza sativa L.) Sheet width [67]

Caladiums (Caladium × hortulanum Birdsey) Variation in leaf colour [68]

Epipremnum aureum ‘Marble Queen’ Completely green, variegated and
whitish leaves [69]

Musa ‘Prata Anã’ Absence of red spots on the leaves [11]

Strawberry (Fragaria × ananassa) Leaf area and longer leaf petioles [70]

Augustine grass (Stenotaphrum secundatum
(Walt.) Kuntze) Short, narrow leaves [71]

Sugarcane ‘S97US297’ Leaf area [72]

Dendrocalamus farinosus Increased sheet length and width [15]

Rice (Oryza sativa L.) ‘Pokkali’ Leaf area and dry mass [73]

Chrysanthemum (Dendranthema grandiflora (Ramat.)
Kitam)

Flowers

Inflorescence colour and shape
deviation [74]

Phalaenopsis ‘Spring Dancer’ Petal diameter [75]

Doritaenopsis Colour, complete fusion of lateral
sepals with lip and reduced size [76]

Phalaenopsis ‘Wedding Promenade’ Flower width and petal thickness [77]

Chrysanthemum (Dendranthema grandiflora (Ramat.)
Kitam)

Inflorescence colour and altered
inflorescence shape [78]

Chrysanthemum (Dendranthema grandiflora (Ramat.)
Kitam) Flower colour, size and weight [79]

Tomato (Lycopersicon esculentum Mill.)

Fruits and Seeds

Number of fruits [80]

Strawberry (Fragaria × ananassa) Number of fruits, fruit shape and
difference in texture [81]

Chili Pepper (Capsicum Annuum L.) Number of fruits and total production
of fresh and dried fruits [82]

Grass pea (Lathyrus sativus L.) Pod width and length, number of
pods/plant, number of seeds/pod [83]

Musa cv. ‘Grand Naine’ Bunch length [84]

Tomato (Lycopersicon esculentum Mill.)
Number of bunches, number of
fruits/plant, fruit firmness and
fruit weight

[85]

Wheat (Triticum aestivum L.) Ear length and grain yield [86]

Rice (Oryza sativa L.) cv PR113 Grains per panicle, grain weight and
grain yield per plant [87]

Sorghum (Sorghum bicolor L.) Increase in seed size and grain yield [88]

Millet (Eleusine coracana) Grain yield per plant [89]

Tomato (Lycopersicon esculentum Mill.) Number of fruits [90]

In relation to changes caused in pigmentation, the presence of albino phenotypes was
documented only in millet and wheat crops. For modifications caused in the roots, the
potato crop showed a reduction in number and conformity, and date palm and wheat crops
showed an increase in root length (Table 3). Changes in the stems were reported mainly
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for sugarcane where phenotypes with colour variation, smaller diameter or increase in
diameter and length were described, and the number of internodes increased (Table 3).

Phenotypic changes in the pseudostem were observed only for banana genotypes
with changes in length increase and colour appearance variations. In relation to leaves, the
alterations were reported mainly in medicinal plant species to increase substances used for
therapeutic and ornamental purposes, where the presence of genotypes with variegation
characteristics or alterations in colour and conformity are commercially desirable. Similarly,
morphological changes in flowers have been documented only in ornamental plants. On
the other hand, changes in fruits and seeds were reported in important food crops, mainly
to increase the number of fruits in tomato and grain yields in rice, sorghum and corn
(Table 3).

3.7. Molecular Studies

To detect somaclonal variations and analyse the genetic stability of plants grown in vitro,
DNA-based molecular markers are the most commonly used approach. Many molecular
markers were used in the studies included in this review, which varied according to culture
and evaluation purpose (Table S2). As we have already shown in our bibliometric analysis,
randomly amplified polymorphic DNA (RAPD) and Intersimple sequence repeat (ISSR)
molecular markers were used in most studies by the year 2018, with a change in recent years
to a greater number of studies with other markers, such as Methylation Sensitive Amplification
Polymorphism (MSAP), Simple Sequence Repeat (SSR), Single Nucleotide Variants (SNV) and
Amplified fragment length polymorphism (AFLP) (Figure 10). In the last year, only analyses
applying single nucleotide polymorphism (SNPs) markers were reported.
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Figure 10. Frequency of molecular markers associated with strategies to identify genetic variation
over the last 16 years. The data were obtained from articles included in the systematic review of the
application of somaclonal variation in plant breeding.

As expected for the set of inserted articles, the objective of using each of the different
molecular markers reported is to verify the mechanism related to somaclonal variation
either by methylation in DNA or changes in the sequence of DNA base pairs. Some articles
also evaluate, through markers, the presence of mutations (Table S2).

Among the 219 accepted articles, 12 evaluated the gene expression of the generated
somaclones. Studies of expression of genes related to disease resistance, ornamental traits,
protein expression and other molecular mechanisms are described in detail in Table S3.
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A word cloud was made to identify the relevant genes analysed in somaclone studies,
where the size of the name of each gene indicates the number of articles that describe the
expression of the gene (Figure 11). The most frequent genes were PMADS4, Expansin
and OP J-06, respectively. PMADS4 genes are considered higher-order protein complexes,
responsible for changes in floral morphology in somaclonal variants. The Expansin gene is
related to cell expansion; in the articles of this review, this gene was related to dwarfism
events in somaclones. The Op J-06 genes are responsible for the Foc (Fusarium oxysporum
f. sp. cubense) resistance response to banana somaclonal variants. Other genes were
also noted in the word cloud, which indicates their expression in many studies of this
review, such as the TDFs genes that are fragments derived from transcription and the RPK2
genes that are involved in signal transduction. These are in addition to NPR1 genes which
function as master regulators of the plant hormone salicylic acid (SA) signalling and play
an essential role in plant immunity (Figure 11).
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3.8. Risk of Bias

The articles that answered 100% of the questions were classified as having a low risk
of bias (180), and the articles that answered up to 60% of the questions were classified as
having a moderate risk of bias (39) (Table S4). Manuscripts that answered up to 30% of the
questions were not included, as they were considered as having a high risk of bias. The
results indicate that the selected articles composing this SR are of high quality.

4. Discussion
4.1. Screening of Studies

This SR comprises articles that aimed to generate somaclonal variants or study so-
maclones generated or marketed in the last 16 years. Therefore, many articles were elimi-
nated in the extraction stage (410) because they dealt only with genetic variability without
breeding purposes, where somaclonal variation is labelled in germplasm banks or in
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seedlings for field planting as an undesirable characteristic; in these cases, the objective is
to ensure the genetic fidelity of plants. On the other hand, we included in our SR a set of
219 articles that deal specifically with the use of the technique for obtaining somaclonal
variants with desirable characteristics to plant breeding programs. Although our study
includes an extensively large number of articles, which makes it difficult to extract and
discuss in detail all the data, we try to list the main data obtained in summary form to
derive conclusions and tendencies regarding the proposed subject.

Our bibliometric analysis confirmed that the term “somaclone” began to be more
frequent in the last two decades, when studies on the induction of somaclonal variation
began to be developed for genetic breeding purposes (Figure 2). At that time, several
journals that are focused on publications in the areas of tissue culture and biotechnology
began to publish articles with terms related to “somaclonal variation” (Figure 3). However,
in previous years, the changes from in vitro cultivation described in different studies were
tested to evaluate the genetic fidelity of plants in relation to the original plant and did
not have the objective of generating somaclones to be applied in the genetic improvement
of crops. Thus, the term “somaclones” becomes more frequent in recent years for this
purpose [17,91,92]).

4.2. Cultures Evaluated in Different Countries

Among the countries that perform studies on somaclonal variation, India stands out
as the country with the largest number of studies on this technique and is also the country
that has generated the largest number of somaclones in the world, especially for sugarcane
(Figure 4). India is the largest producer of sugarcane in the world [1], which may explain
why there is a significant number of studies on somaclonal variation in this crop included
in this SR.

Raza et al. [50] obtained the same results with somaclones of the BL4 cultivar. In turn,
Doule et al. [47] and Nikam et al. [93] obtained somaclones with high Brix values that
are useful for commercial cultivation. The sugarcane somaclonal variants Co94012 and
VSI434 were developed in India and presented desirable characteristics, such as high yield,
high sucrose content and moderate resistance to red rot. Somaclone VSI434 is the second
sugarcane cultivar launched in India using somaclonal variation [43].

Ethanol production increased from 662 million litres in 1980 to 61 billion litres in
2018, and it is estimated that in 2022 the demand for ethanol will reach 97 billion litres
worldwide. Currently, the United States leads the global ethanol market, followed by
Brazil. Brazil is the main producer of sugarcane in the world, responsible for 40% of global
production of this crop, which is the main raw material in the Brazilian ethanol industry.
The development of sugarcane somaclones may contribute to increased ethanol production,
increasing the production of biofuels worldwide [94–97].

A large variety of somaclones have been released for some plant species, especially
ornamental plant crops; this sector has wide possibilities due to the great diversity that
exists among ornamental species. The climate, altitude, culture of a region, etc., contribute
to the genetic diversity among species of ornamental plants in different countries [32,98].
Many somaclones are generated from ornamental plants, especially Chrysanthemum
and Cereus, the most common ornamental plants included in this SR [78,79,98]. The
genetic variability that occurs in vitro, such as changes in colours, textures and plant size,
contributes to the emergence of new phenotypic characteristics, enabling the launch of new
ornamental plants and contributing significantly to this agribusiness.

Other crops with somaclones that have been generated for commercial purposes in the
global food industry are rice, banana, potato and wheat [29,99]. La Candelaria and Yerua
are two rice somaclones that were used as sources of alleles for the development of new
strains with tolerance to salinity [100]. Wheat crops have also generated somaclones with
tolerance to this abiotic factor [101]. Other wheat somaclones were allele sources for the
development of new somaclone strains with higher root growth under drought tolerance
stress [42].
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The generation of somaclonal variants allowed the selection and commercialization
of some somaclones in certain cultures. In the banana crop, to obtain cultivars of the
Cavendish subgroup tolerant to Fusarium oxysporum f. sp. cubense, tropical breed four (Foc-
TR4), Sun et al. [102] identified somaclonal variants and selected nine resistant banana trees
that survived in fields severely infested with Foc in China in 2010. Hwang and Ko [103]
generated the cultivar ‘Formosana’ (GCTCV-218), a somaclone of Foc-TR4-tolerant banana,
which is already in use by farmers and traders in some Asian countries.

4.3. Methods for Inducing Somaclonal Variation

Among the methods used for induction of somaclonal variation, methods that depend
on PGRs were cited in 148 studies in the SR. The BAP and 2,4-D at doses of 0.5 mg/L, 1 mg/L
and 2 mg/L were the most commonly used. The BAP is a cytokinin used for regulating
the growth and development of plants in vitro [14]. The identification of genetic variation
in micropropagated plants indicates that BAP has become a tool for breeding programs,
since this regulator has been used to induce somaclones with desirable characteristics. The
second most used PGR in callus culture processes was 2,4-D, since one of the functions of
2,4-D is to act in callogenesis, which is an important process for the indirect production of
plants. Calli contain cells or groups of cells that have active cell division centres. According
to Corpes et al. [104], the balance between auxins and cytokinins may directly influence the
process of callus formation and development.

The use of these PGRs in high doses, combined with the number of subcultures, causes
stress that leads to cellular instability, triggering genetic or epigenetic variations in plants
in vitro. Genetic alterations are permanent, usually hereditary and non-reversible, such as
changes in DNA base pairs, insertion, deletion or base substitution. Epigenetic changes are
changes in the DNA methylation pattern and can be reversible, causing the loss of epigenetic
characteristics generated in a plant [17,92,105]. Another factor of paramount importance
for studies on the induction of somaclonal variation is the number of subcultures, which
directly relates to the stress caused to the plant in vitro and induces genetic variation in
plants. The use of PGRs, such as cytokinins and auxins, directly affects the genetic variation
in plants subjected to subcultures, providing genetic variability and allowing the selection
of traits of interest for breeding programs [14,18,92,106–109].

PGRs and the number of subcultures interfere with the generation of genetic variations
in vitro and are of fundamental importance in the induction of somaclonal variation [110].
The combination of a high number of subcultures and a culture medium containing TDZ
allowed the selection of somaclones resistant to Fusarium wilt (subtropical race 4, Foc
STR4) in the cultivars ‘Prata Anã’ (Musa, AAB) [11] and ‘Grand Naine’ (Musa, AAA) [12].
According to the literature studied, the stem apices were the most popular explants for
induction of somaclonal variation in banana. The explant most commonly used to induce
somaclonal variation in sugarcane was young leaf meristem tissue [111]. This type of
explant is preferable because the formation of embryogenic calli occurs in young leaves
close to the meristem, inducing greater genetic variation [112,113]. Another widely used
explant was seeds, especially in orchids. The successful use of seeds as explants in in vitro
culture is due to the availability throughout the entire year of most crops that can be
transformed via callus and have more growth of buds in direct regeneration [114,115].

4.4. Phenotypic Modifications

In nature, the appearance of genetic variation occurs more slowly and can occur
between hundreds and thousands of years when compared to the induction of in vitro
variation. Therefore, some genetic alterations observed in the field may come from mi-
cropropagated plants in which the use of PGRs and frequent subcultures occurs [16]. The
occurrence of somaclonal variation in micropropagated plants has been studied for many
years, and these variations occur in diverse cultures subjected to in vitro cultivation. So-
maclones can be identified in a greenhouse, in the field and in vitro by observing changes
in plant traits, such as leaf colour, texture, etiolation and other phenotypic changes (Table 2).
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Epigenetic changes are responsible for phenotypic changes observed in somaclones, and
these changes, such as loss of DNA methylation, may be reversible [15].

DNA methylation in the form of 5-methylcytosine (5mC) is an important epigenetic
marker involved in gene expression and plays an important role in plant regulation and devel-
opment [116]; in plants, it usually occurs in cytosine bases in all sequence contexts [92,117,118].
Although not recorded in our data, genetic and/or epigenetic changes that occur in vitro can
also generate chimeras (mosaics). In chimeras, the variations affect the function of chloroplasts
in different regions in the plant tissues of the same plant. This event occurs through variations
in their plastomas, i.e., the region responsible for governing the expression of genes related to
photosynthesis, with this change resulting in an albino phenotype [16]. These changes are
responsible for presenting altered morphological characteristics in micropropagated plants.

In our study, we described the phenotypic changes in different parts of microprop-
agated plants in vitro to obtain somaclones (Table 3). In general, our data demonstrate
that the adoption of in vitro micropropagation methods with the use of PGRs BAP, 2,4-D,
NAA, TDZ, IAA and IBA at different doses together with successive cultivation has the
potential to cause desirable modifications to the genetic improvement of various crops of
agricultural and commercial importance.

Many results showed that supplementation with high concentration of 6-benzylaminopurine
(4.0 mg/L BAP) alone or combined with indole-butyric acid (IBA) produces a higher percentage
of dwarf variants [32–37]. Thus, plants with the dwarf phenotype have been reported for some
crops; it serves as a marker for the presence of variations or as an important characteristic to
facilitate cultural treatments and management in monocultured species, or as characteristics of
ornamental interest [36,37]. In pineapple culture, useful mutants were identified with less spiny
leaves that are easier to manage in the field and hence, represent another dwarf phenotype with
ornamental value [35]. In wheat crop, a new strain of buckwheat, AS34, was developed by somatic
variation and will be useful in wheat breeding programs, particularly because the modification of
high commercial varieties reduces the risk of tilting; this is one of the most important agronomic
characteristics of wheat [34].

The morphological alterations were seen more in plants of ornamental and medicinal
interest. The SVT14 variants of Caladiums (Caladium × hortulanum Birdsey) presented
rounder and thicker leaves and, in Chrysanthemum (Dendranthema grandiflora), changes
were described in relation to the number of flowers, flower size, flower weight, leaf weight,
stem weight or plant size, as well as a reduction in flowering induction time [68,78,79].

In the tobacco crop (Nicotiana tabacum), promising somaclones were developed with
variations in the increase in length, width and number of leaves that can contribute to
higher productivity of the crop [59]. Morphological changes in fruits and seeds were
also found. Our results showed that tomato crop stood out with studies that obtained
somaclones with changes in the number of fruits, i.e., an agronomic characteristic of great
importance for this crop [80,85,90].

Our results showed promising results for obtaining improved cultivars in relation to
grain yield, which is a target characteristic for the genetic improvement of large agricultural
crops, such as corn, rice and wheat [86,87,89].

4.5. Molecular Studies

Some changes in the plant genome are not morphologically identified, and even
visible changes require molecular evaluation. Thus, molecular markers are often used to
identify these variations [3]. Based on polymerase chain reaction (PCR), several molecular
markers, such as AFLPs, ISSRs and SSR markers, start codon-directed polymorphisms
(ScoTs) and RAPDs, have been used to identify somaclonal variation [41]. The RAPD
markers were the most commonly used to identify genetic variation in the studies included
in this review [99,119]. According to our data, RAPD marker tests were widely applied to
select these variations in micropropagated seedlings mainly up to the year 2018 (Figure 10).
Although currently these markers are reported as very variable and are falling into disuse,
the adoption of this technique for some time is justified because it is simpler and more
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economical, and by the ease of application in a less technical laboratory considering that
the studies inserted in this SR are since 2007.

In addition, the use of RAPD markers depends on genetic markers located in parts of
the DNA sequence, and large amounts of DNA are not required to locate the sequences.
These markers are polymorphic and express genetic variations in band imprinting, thus
making it possible to perform genetic mapping to indicate genetic diversity in parental
genotypes; this is very useful for identifying variants among genotypes in germplasm banks
with genetic characteristics that differ from clones of genotypes stored in banks [120,121].
However, we indicate that there may be a tendency to use improvements in the RAPD
technique, such as Sequence Characterized Amplified Region (SCAR), DNA amplification
fingerprint (DAF) and sequence-related amplified polymorphism (SRAP).

The ISSR marker is a low-cost and highly efficient method that detects very small
genetic variations and is widely used in studies of plant genetic diversity and to determine
genetic relationships. Similar to RAPD markers, ISSRs are dominant markers and do not
require prior sequencing. One of the advantages of the AFLP technique, besides being
a low-cost technique, is the detection of a larger number of loci and providing a wide
coverage of the genome. AFLP markers are capable of detecting genetic variations such as
chimeras and identification of mutants [122–124].

The IRAP and REMAP markers are based on retrotransposons. Retrotransposons
move through an RNA molecule, are dispersed throughout the plant genome and can
contain thousands of copies, thus contributing to size, structure, diversity and variation in
the genome which may affect gene function. The IRAP and REMAP markers are, therefore,
considered very efficient molecular markers to investigate genetic variability in plants [125].
Such markers were used to study genetic variation induced by tissue culture in date palms
(Phoenix dactylifera L.) and alkaligrass (Puccinellia chinampoensis Ohwi) [126,127]. Other
studies have demonstrated the efficacy of these markers to evaluate genetic diversity and
stability in crops such as beans [128], Egyptian barley [129] and date palm [130].

Single nucleotide polymorphism (SNP) can be applied to characterize allelic variation,
genome-wide mapping and as a tool for marker-assisted selection. In the last decade, the
identification of SNPs plays an important role in molecular genetics providing a better un-
derstanding of genetic architecture and the identification of several economically important
characteristics in various crops [131–134].

Some articles addressed the gene expression of the generated somaclones, providing
information about the genes involved in the expression of morphological and genetic traits
(Table S3). Analysis of the expression of genes involved in resistance to Fusarium oxysporum
f. sp. cubense tropical race 4 (TR4) Guijiao 9, a somaclonal variant of banana belonging to
the Cavendish subgroup, revealed that during the onset of infection by Foc TR4, resistant
Guijiao 9 showed a higher number of differentially expressed genes (DEGs) than the
susceptible Williams cultivar. Multiple resistance pathways were activated in Guijiao 9,
and the DEG genes were involved in plant-pathogen interactions, signal transduction,
secondary metabolism and other processes. This suggests that the pathogen response is
regulated by multigene networks of DEG genes related to resistance [102].

In the study of Lee et al. [77], gene expression analysis was used to evaluate levels of
endoreduplication in the variants of Phalaenopsis WP, an ornamental species. The study
indicated that the high levels of endoreduplication in these variants are associated with
changes in the normal growth of petals and leaves. In addition, high expression levels of
the HPY2 gene are associated with endoreduplication only in some cases, indicating that
additional genes are involved in the induction of polyploidy in Phalaenopsis WP variants.
However, the PMADS4 gene studied was highly expressed in the petals of normal plants
compared to those of somaclones, indicating its normal function in the development of
floral parts. Hsu et al. [135] also studied gene expression in somaclones and found five
sequences that showed higher expression levels in the wild plant than in Phalaenopsis
Hsiang Fei cv. HF. These genes correspond to sequences encoding casein kinase, isocitrate
dehydrogenase, cytochrome P450, EMF2 and an unknown protein. Two other sequences
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found in this study, whose roles were unknown, were expressed at a higher level in the
somaclone plant than in the wild-type plant. The authors concluded that mosaic colour
patterns and aberrant flower shapes may be caused by these genes in somaclonal variants
of Phalaenopsis Hsiang Fei cv. HF. Further studies on the gene expression of somaclones
are needed and may provide a more complete view of the genes involved in the changes
that occur in somaclones. Understanding the mechanisms of somaclonal variation, as well
as the expressed genes, may provide an alternative to generate somaclones of all cultures
using previously described genes.

5. Conclusions

A total of 219 articles published between 2007 and 2022 were included in this review,
encompassing a large number of studies in which somaclonal variants of various cultures
were generated. The in vitro genetic diversity created in several plant species and agricul-
tural crops has led to the emergence of characteristics related to resistance to biotic factors,
improved agronomic performance and tolerance to abiotic stresses. Somaclonal variation
has been used in genetic improvement programs of several crops worldwide, generating
genetic diversity and providing the launch of new genotypes of important agricultural
crops, such as sugarcane, wheat, rice, potato, banana and ornamental and medicinal plants,
among others, with resistance to diseases, pests and abiotic stresses.

India, Pakistan, China, Egypt, Iran and Brazil have the largest numbers of studies
on somaclonal variation in the world. Studies on sugarcane, ornamental plants and fruit
plants have been the most common over the last 16 years. Studies involving the induction
of somaclonal variation focused on the identification of molecular genetic variation, the
selection of useful agronomic traits, resistance to pathogens, tolerance to salinity and
tolerance to water deficit. Studies evaluating somaclones with tolerance to abiotic stresses,
such as lead tolerance, toxic metal tolerance and copper tolerance, were also cited. This
indicates that the induction of somaclonal variation has been explored in recent decades
from several perspectives.

PGRs and frequent subcultures are the most commonly used techniques for the in-
duction of somaclonal variation according to the results of this review. The PGRs BAP
and 2,4-D with doses of 0.5 mg, 1 mg and 2 mg/L were the most commonly used. The
use of subcultures and PGRs, and the concentrations of these PGRs to induce somaclonal
variation, does not require very sophisticated techniques; this makes them accessible for
studies of somaclonal variation in breeding programs. In addition, the launch of new
cultivars derived from somaclonal variation is not a bureaucratic process and is considered
inexpensive; it differs from the development of cultivars derived from other methods, such
as genetically modified (GM) crops, which face major social and ethical obstacles.

It is observed that techniques for inducing somaclonal variation have been applied to
a variety of crops. With the success of these techniques, many cultivars with agronomic
characteristics useful for agriculture, such as nutrient quality, yield, disease resistance and
tolerance to abiotic stress, should be included in different genetic improvement programs,
and future studies may provide relevant information. Each year, new cultivars are launched,
and many are being studied and evaluated for marketing purposes.

There is still a broad expectation that increasing the understanding of the mechanisms
involved in somaclonal variation, the expression of genes of the generated somaclones and
information about the biochemical and molecular pathways involved in the selection of
somaclonal variants needs to be further explored. Future molecular research may help
in the identification of somaclonal variants through polymorphic fragments involved in
the process of somaclonal variation and selection of some genes associated with unique
characteristics of somaclones. The expansion of knowledge on the genetic and epigenetic
mechanisms of somaclonal variation will increase its use in crop breeding.
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Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/agronomy13030730/s1. Table S1: Plant species studied in articles on
the application of the somaclonal variation technique in plant breeding in the last 16 years. Table S2:
Molecular markers associated with strategies to identify genetic variation in various crops. The data were
obtained from articles published in the last sixteen years on the application of somaclonal variation in
plant breeding. Table S3: Genes associated with strategies to identify molecular changes in different crops.
The data were obtained from articles published in the last 16 years on the application of somaclonal
variation in plant breeding. Table S4: Assessment of the bias risk of the 219 articles included in the SR of
the application of somaclonal variation for plant breeding over the last 16 years [135–269].
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58. Miller, N.; Jędrzejczyk, I. Chrysanthemum plants regenerated from ovaries: A study on genetic and phenotypic variation. Turk. J.
Bot. 2018, 42, 289–297.

59. Sarala, K.; Venkateswarlu, P.; Murthy, T. Development of Tobacco Somaclones From Leaf Curl Virus Infected Leaves and Their
Characterization. Tob. Res. 2013, 39, 41–48.

60. Jeong, B.R.; Sivanesan, I. Direct adventitious shoot regeneration, in vitro flowering, fruiting, secondary metabolite content and
antioxidant activity of Scrophularia takesimensis Nakai. Plant Cell Tissue Org. Cult. 2015, 123, 607–618. [CrossRef]

61. Dehgahi, R.; Zakaria, L.; Mohamad, A.; Joniyas, A.; Subramaniam, S. Effects of fusaric acid treatment on the protocorm-like
bodies of Dendrobium sonia-28. Protoplasma 2016, 253, 1373–1383. [CrossRef]

62. Iwamoto, Y.; Nakasone, W.; Ezura, H. Efficient selection of a high-yield line by using somaclonal variation in Japanese butterbur
(Petasites japonicus). Plant Biotechnol. 2007, 24, 289–293. [CrossRef]

63. Park, Y.H.; Lee, H.S.; Yi, G.H.; Sohn, J.K.; Kim, K.M. Functional Analysis for Rolling Leaf of Somaclonal Mutants in Rice (Oryza
sativa L.). Am. J. Plant Sci. 2011, 2, 56. [CrossRef]

64. Gao, D.; He, B.; Zhou, Y.; Sun, L. Genetic and molecular analysis of a purple sheath somaclonal mutant in japonica rice. Plant Cell.
Rep. 2011, 30, 901–911. [CrossRef]

65. Shen, X.; Chen, J.; Kane, M.E.; Henny, R.J. Assessment of somaclonal variation in Dieffenbachia plants regenerated through
indirect shoot organogenesis. Plant Cell Tissue Org. Cult. 2007, 91, 21–27. [CrossRef]

66. Delgado-Paredes, G.E.; Rojas-Idrogo, C.; Chanamé-Céspedes, J.; Floh, E.I.; Handro, W. Development and agronomic evaluation
of in vitro somaclonal variation in sweet potato regenerated plants from direct organogenesis of roots. Asian J. Plant Sci. Res.
2017, 7, 39–48.

67. Gong, Z.; Xue, C.; Zhou, Y.; Zhang, M.; Liu, X.; Shi, G.; Gu, M. Molecular cytological characterization of somatic variation in rice
aneuploids. Plant Mol. Biol. Rep. 2013, 31, 1242–1248. [CrossRef]

68. Chen, J.J.; Zhang, Y.S.; Duan, J.X.; Cao, Y.M.; Cai, X.D. Morphological, cytological, and pigment analysis of leaf color variants
regenerated from long-term subcultured caladium callus. Vitr. Cell. Dev. Biol. Plant 2021, 57, 60–71. [CrossRef]

http://doi.org/10.4038/jnsfsr.v46i3.8481
http://doi.org/10.1007/s40003-016-0203-0
http://doi.org/10.1007/s10681-007-9531-2
http://doi.org/10.1007/s12355-009-0044-2
http://doi.org/10.1016/j.sajb.2014.10.010
http://doi.org/10.1007/s10681-009-9889-4
http://doi.org/10.1007/s11240-010-9734-4
http://doi.org/10.1007/s11240-007-9214-7
http://doi.org/10.1007/s11240-015-0864-6
http://doi.org/10.1007/s00709-015-0895-1
http://doi.org/10.5511/plantbiotechnology.24.289
http://doi.org/10.4236/ajps.2011.21008
http://doi.org/10.1007/s00299-011-1004-3
http://doi.org/10.1007/s11240-007-9273-9
http://doi.org/10.1007/s11105-013-0589-9
http://doi.org/10.1007/s11627-020-10106-8


Agronomy 2023, 13, 730 23 of 30

69. Zhao, J.; Zhang, Q.; Xie, J.; Hung, C.Y.; Cui, J.; Henny, R.J.; Chen, J. Plant regeneration via direct somatic embryogenesis from leaf
and petiole explants of Epipremnum aureum ‘Marble Queen’ and characterization of selected variants. Acta Physiol. Plant 2012, 34,
1461–1469. [CrossRef]

70. Sowik, I.; Markiewicz, M.; Michalczuk, L. Stability of Verticillium dahliae resistance in tissue culture-derived strawberry somaclones.
HortScience 2015, 42, 141–148. [CrossRef]

71. Li, R.; Bruneau, A.H.; Qu, R. Tissue culture-induced morphological somaclonal variation in St. Augustinegrass [Stenotaphrum
secundatum (Walt.) Kuntze]. Plant Breed. 2010, 129, 96–99. [CrossRef]

72. Shahid, M.; Khan, F.; Saeed, A.; Fareed, I. Variability of red rot-resistant somaclones of sugarcane genotype S97US297 assessed by
RAPD and SSR. Genet. Mol. Res. 2011, 10, 1831–1849. [CrossRef] [PubMed]

73. Mandal, A.B.; Mondal, R.; Dutta, S.; Mukherjee, P.; Meena, K. Genetics of yield and component characters in Pokkali somaclones
a tall, traditional, photosensitive cultivar from India. SABRAO J. Breed Genet. 2016, 48, 266–276.

74. Kengkarj, P.; Smitamana, P.; Fujime, Y. Assessment of somaclonal variation in chrysanthemum (Dendranthema grandiflora Kitam.)
using RAPD and morphological analysis. Plant Tissue Cult. Biotechnol. 2008, 18, 139–149. [CrossRef]

75. Lee, H.J.; Kim, Y.E.; Yoon, Y.J.; Jeong, C.S.; Lian, M.L.; Paek, K.Y.; Park, S.Y. Highly endoreduplicated floral organs of somaclonal
variants in clonally propagated Phalaenopsis “Spring Dancer”. Plant Cell Tissue Organ Cult. 2016, 126, 67–77. [CrossRef]

76. Park, D.S.; Park, S.K.; Lee, B.C.; Song, S.Y.; Jun, N.S.; Manigbas, N.L.; Cho, J.H.; Nam, M.H.; Jeon, J.S.; Han, C.D.; et al. Molecular
characterization and physico-chemical analysis of a new giant embryo mutant allele (get) in rice (Oryza sativa L.). Genes Genom.
2009, 31, 277–282. [CrossRef]

77. Lee, H.-J.; Yoon, Y.-J.; Paek, K.-Y.; Park, S.-Y. Endoreduplication and Gene Expression in Somaclonal Variants of Clonally
Propagated Phalaenopsis ‘Wedding Promenade. Hortic. Environ. Biotechnol. 2017, 58, 85–92. [CrossRef]

78. Tymoszuk, A.; Kulus, D. Silver nanoparticles induce genetic, biochemical, and phenotype variation in chrysanthemum. Plant Cell.
Tissue Organ Cult. 2020, 143, 331–344. [CrossRef]

79. Eeckhaut, T.; Van Houtven, W.; Bruznican, S.; Leus, L.; Van Huylenbroeck, J. Somaclonal Variation in Chrysanthemum ×
morifolium Protoplast Regenerants. Front. Plant. Sci. 2020, 11, 2104. [CrossRef]

80. El-Fattah, A.; Haridy, A. Agro-Morphological and Molecular Analysis of Somaclonal variation among regenerated plants from
tomato (Lycopersicon esculentum Mill.) varieties. J. Chem. Technol. Biotechnol. 2019, 10, 57–71. [CrossRef]

81. Biswas, M.; Dutt, M.; Roy, U.; Islam, R.; Hossain, M. Development and evaluation of in vitro somaclonal variation in strawberry
for improved horticultural traits. Sci. Hortic. 2009, 122, 409–416. [CrossRef]

82. Al-Ajeel, S.A.; Al-Hattab, Z.N.; El-Kaaby, E.A. Comparison on morphological and physiological traits of chilli pepper Capsicum
annuum L. plants grown from seeds and somaclons drom salt stress medium. Int. J. Multidiscip. Curr. Res. 2016, 4, 105–108.

83. Barpete, S.; Gupta, P.; Singh, M.; Kumar, S. Culture selected somaclonal variants showing low-ODAP and high protein content in
nineteen grass pea (Lathyrus sativus L.) genotypes. Plant Cell. Tissue Organ Cult. 2020, 142, 625–634. [CrossRef]

84. Deepthi, V.P.; Simon, L.; Narayanaswamy, P. Identification of elite somaclonal variants from tissue cultured Grand Naine banana
(Musa spp. AAA) types using RAPDs. Friut Veg. Cereal Sci. Biotechnol. 2007, 1, 116–120.

85. Ali, A.A.; El-Denary, M.E.; El-Gendy, A.; Galal, O.A.; Mohamed, M.E.; El Sayed, T.R. () Morphological evaluation of some tomato
somaclones variation under field conditions. J. Plant Prod. Sci. 2018, 9, 833–838. [CrossRef]

86. Bashandy, T.; Hassan, M.S. Field Evaluation and Molecular Analysis of Some Bread Wheat Gametoclones and Somaclones under
Natural Heat Stress. Minia J. Agric. Res. Dev. 2016, 36, 511–527.

87. Verma, D.; Ansari, M.W.; Agrawal, G.K.; Rakwal, R.; Shukla, A.; Tuteja, N. In vitro selection and field responses of somaclonal
variant plants of rice cv PR113 for drought tolerance. Plant Signal Behav. 2013, 8, e23519. [CrossRef] [PubMed]

88. Immadi, S.; Patil, S.; Maralappanavar, M.; Sajjanar, G. Penetrance, expressivity and inheritance of axillary branching in somaclonal
mutant of sorghum (Sorghum bicolor L.). Euphytica 2014, 196, 449–457. [CrossRef]

89. Radchuk, V.; Radchuk, R.; Pirko, Y.; Vankova, R.; Gaudinova, A.; Korkhovoy, V.; Yemets, A.; Weber, H.; Weschke, W.; Blume,
Y.B. A somaclonal line SE7 of finger millet (Eleusine coracana) exhibits modified cytokinin homeostasis and increased grain yield.
J. Exp. Bot. 2012, 63, 5497–5506. [CrossRef] [PubMed]

90. El-Aref, H.M.; Taghian, A.S.; Hassan, M.H.A. RAPD-PCR, isozymes and protein markers of high yield and Fusarium wilt resistant
tomato selected somaclones. Assiut. J. Agric. Sci. 2002, 33, 43–65.

91. Mohan Jain, S. Tissue culture-derived variation in crop improvement. Euphytica 2001, 118, 153–166. [CrossRef]
92. Ghosh, A.; Igamberdiev, A.U.; Debnath, S.C. Tissue culture-induced DNA methylation in crop plants: A review. Mol. Biol. Rep.

2021, 48, 823–841. [CrossRef]
93. Nikam, A.A.; Devarumath, R.M.; Ahuja, A.; Babu, H.; Shitole, M.G.; Suprasanna, P. Radiation-induced in vitro mutagenesis

system for salt tolerance and other agronomic characters in sugarcane (Saccharum officinarum L.). Crop J. 2015, 3, 46–56. [CrossRef]
94. Dutta, A. Are global ethanol markets a ‘one great pool’? Biomass Bioenergy 2020, 132, 105–436. [CrossRef]
95. Karp, S.G.; Medina, J.D.C.; Letti, L.A.J.; Woiciechowski, A.L.; de Carvalho, J.C.; Schmitt, C.C.; de Oliveira Penha, R.; Kumlehn,

G.S.; Soccol, C.R. Bioeconomy and biofuels: The case of sugarcane ethanol in Brazil. Biofuels Bioprod. Biorefining 2021, 15, 899–912.
[CrossRef]

96. Barbosa, P.I.; Szklo, A.; Gurgel, A. Sugarcane ethanol companies in Brazil: Growth challenges and strategy perspectives using
Delphi and SWOT-AHP methods. Biomass Bioenergy 2022, 158, 106368. [CrossRef]

http://doi.org/10.1007/s11738-012-0944-8
http://doi.org/10.17221/360/2014-HORTSCI
http://doi.org/10.1111/j.1439-0523.2009.01647.x
http://doi.org/10.4238/vol10-3gmr1122
http://www.ncbi.nlm.nih.gov/pubmed/21948747
http://doi.org/10.3329/ptcb.v18i2.3396
http://doi.org/10.1007/s11240-016-0977-6
http://doi.org/10.1007/BF03191200
http://doi.org/10.1007/s13580-017-0169-2
http://doi.org/10.1007/s11240-020-01920-4
http://doi.org/10.3389/fpls.2020.607171
http://doi.org/10.21608/jacb.2019.36827
http://doi.org/10.1016/j.scienta.2009.06.002
http://doi.org/10.1007/s11240-020-01889-0
http://doi.org/10.21608/jpp.2018.36443
http://doi.org/10.4161/psb.23519
http://www.ncbi.nlm.nih.gov/pubmed/23333982
http://doi.org/10.1007/s10681-013-1046-4
http://doi.org/10.1093/jxb/ers200
http://www.ncbi.nlm.nih.gov/pubmed/22888132
http://doi.org/10.1023/A:1004124519479
http://doi.org/10.1007/s11033-020-06062-6
http://doi.org/10.1016/j.cj.2014.09.002
http://doi.org/10.1016/j.biombioe.2019.105436
http://doi.org/10.1002/bbb.2195
http://doi.org/10.1016/j.biombioe.2022.106368


Agronomy 2023, 13, 730 24 of 30

97. Maruprolu, S.; Geetha, S.; Gnanam, R.; Viswanathan, R.; Binodh, A.K.; Sudagar, R. Optimization of protocol for callus induction
and whole plant regeneration for developing somaclonal variants in sugarcane cv. COC 671. Electron. J. Plant Breed. 2022, 13,
388–398.

98. Martin, P.G.; Tavares, J.S.F.; Mangolin, C.A.; Machado, M.F.P.S. Somaclones of mandacaru (Cactaceae) with high morphological
divergence may generate new varieties of ornamental cacti. Ornam. Hortic. 2018, 24, 415–423.

99. Bunnag, S.; Suwanagul, A. Improvement of drought tolerance in Thai rice cultivar RD6 through somaclonal variation. Songk-
lanakarin J. Sci. Technol. 2017, 39, 723–729.

100. Rachoski, M.; Gazquez, A.; Calzadilla, P.; Bezus, R.; Rodriguez, A.; Ruiz, O.; Menendez Santiago Maiale, A. Chlorophyll
fluorescence and lipid peroxidation changes in rice somaclonal lines subjected to salt stress. Acta Physiol. Plant. 2015, 37, 37–117.
[CrossRef]

101. Akhtar, S.; Niaz, M.; Ur-Rahman, S.; Younas, M.; Iqbal, M.Z. Somaclonal variation for development of salt tolerance in selected
wheat (Triticum aestivum) cultivars. Int. J. Agric. Biol. 2012, 14, 176–180.

102. Sun, J.; Zhang, J.; Fang, H.; Peng, L.; Wei, S.; Li, C.; Lu, J. Comparative transcriptome analysis reveals resistance-related genes and
pathways in Musa acuminata banana ‘Guijiao 9’ in response to Fusarium wilt. Plant Physiol. Biochem. 2019, 141, 83–94. [CrossRef]
[PubMed]

103. Hwang, S.C.; Ko, W.H. Cavendish banana cultivars resistant to Fusarium wilt acquired through somaclonal variation in Taiwan.
Plant Dis. 2004, 88, 580–587. [CrossRef]

104. Corpes, R.S.; Santos, A.S. Influência dos reguladores de crescimento 2, 4-D e BAP associados aos agentes solidificantes ágar e
Phytagel na indução de calos de Crinum americanum L. (Amaryllidaceae). Res. Soc. Dev. 2021, 10, e299101220378. [CrossRef]

105. Pereira, C.; Castander-Olarieta, A.; Sales, E.; Montalban, I.A.; Canhoto, J.; Moncalean, P. Heat stress in Pinus halepensis somatic
embryogenesis induction: Effect in DNA methylation and differential expression of stress-related genes. Plants 2021, 10, 2333.
[CrossRef]

106. Ramírez-Mosqueda, M.A.; Iglesias-Andreu, L.G. Indirect organogenesis and assessment of somaclonal variation in plantlets of
Vanilla planifolia Jacks. Plant Cell Tissue Organ Cult. 2015, 123, 657–664. [CrossRef]

107. Liberatore, C.M.; Rodolfi, M.; Beghè, D.; Fabbri, A.; Ganino, T.; Chiancone, B. In vitro leaf-derived organogenesis and somaclonal
variant detection in Humulus lupulus L. Vitr. Cell. Dev. Biol. Plant 2020, 56, 865–874. [CrossRef]

108. Novikova, T.I.; Asbaganov, S.V.; Ambros, E.V.; Zaytseva, Y.G. TDZ-induced axillary shoot proliferation of Rhododendron
mucronulatum Turcz and assessment of clonal fidelity using DNA-based markers and flow cytometry. Vitr. Cell. Dev. Biol. Plant
2020, 56, 307–317. [CrossRef]

109. Roux, N.; Chase, R.; Van den Houwe, I.; Chao, C.P.; Perrier, X.; Jacquemoud-Collet, J.P.; Sardos, J.; Rouard, M. Somaclonal
variation in clonal crops: Containing the bad, exploring the good. In Mutation Breeding, Genetic Diversity and Crop Adaptation to
Climate Change; Sivasankar, S., Ellis, N., Jankuloski, L., Eds.; CABI: Wallingford, UK, 2021; pp. 355–365.

110. Maciejewski, P.; Ramm, A.; Moreira, R.M.; dos Santos Oliveira, B.A.; de Mattos, M.G.; de Assis, A.M.; Schuch, M.W. Subcultivos
in vitro de cultivares de mirtileiro. Braz. J. Dev. 2020, 6, 46380–46389. [CrossRef]

111. Ahmed, M.S.; Gardezi, D.A.; Batley, J.; Hayashi, S.; Zander, M.; Javid, A.; Awan, S.I. Somaclonal variations for red rot and
sugarcane mosaic virus resistance and candidate genes integrity assessment in somaclones of selected sugarcane varieties
(Saccharum officinarum L.). Pak. J. Agric. Sci. 2019, 56, 15–27.

112. Seema, N.; Oad, F.C.; Khan, I.A. Influence of phytohormone on the organogenesis of sugarcane. Pak J Bot. 2011, 43, 1531–1534.
113. Khan, F.A.; Iftikhar, R.; Raza, M.M.; Aslam, R.; Hammad, G.; Ijaz, A.; Ijaz, U. Callogenesis and Organogensis Studies in Some

Accessions of Saccharum officnarum L. J. Agric. Sci. 2013, 5, 171.
114. Toppo, E.; Ramakrishnan, M.; Ceasar, S.; Sivasankaran, K.; Premkumar, A.; Ignacimuthu, S. Regeneration from mature scutellum

explants of rice variety IR64 (oryza sativa L. ) through direct and indirect organogenesis. J. Glob. Agric. Ecol. 2014, 1, 1–9.
115. Noor, W.; Lone, R.; Kamili, A.N.; Husaini, A.M. Callus induction and regeneration in high-altitude Himalayan rice genotype SR4

via seed explant. Biotechnol. Rep. 2022, 36, e00762. [CrossRef]
116. Vanyushin, B.F.; Ashapkin, V.V. DNA methylation in higher plants: Past, present and future. Biochim. Biophy.s Acta 2011, 1809,

360–368. [CrossRef]
117. Kakutani, T.; Jeddeloh, J.A.; Flowers, S.K.; Munakata, K.; Richards, E.J. Developmental abnormalities and epimutations associated

with DNA hypomethylation mutations. Proc. Natl. Acad. Sci. USA 1996, 93, 12406–12411. [CrossRef] [PubMed]
118. Noceda, C.; Vargas, A.; Roels, S.; Cejas, I.; Santamaría, E.; Escalona, M.; Cañal, M.J. Field performance and (epi) genetic profile of

plantain (Musa AAB) clone ‘CEMSA’plants micropropagated by temporary immersion systems. Sci. Hortic. 2012, 146, 65–75.
[CrossRef]

119. Ranghoo-Sanmukhiya, V.M. Somaclonal variation and methods used for its detection. In Propagation and Genetic Manipulation of
Plants; Springer: Singapore, 2021; pp. 1–18.

120. Rashda, N.; Muhammad, A.; Siddra, I.; Muhammad, S. Induction of somaclonal variation in selected drought sensitive genotype
of sugarcane (Saccharum officinarum). IJAB 2018, 20, 777–783.

121. Rai, M.K. Iniciar marcador de polimorfismo direcionado por códon (SCoT) na análise do genoma vegetal: Status atual e
perspectivas. Planta 2023, 257, 34. [CrossRef]

122. Penna, S.; Jain, S.M. Fruit Crop Improvement with Genome Editing, In Vitro and Transgenic Approaches. Horticulturae 2023, 9, 58.
[CrossRef]

http://doi.org/10.1007/s11738-015-1865-0
http://doi.org/10.1016/j.plaphy.2019.05.022
http://www.ncbi.nlm.nih.gov/pubmed/31136934
http://doi.org/10.1094/PDIS.2004.88.6.580
http://doi.org/10.33448/rsd-v10i12.20378
http://doi.org/10.3390/plants10112333
http://doi.org/10.1007/s11240-015-0868-2
http://doi.org/10.1007/s11627-020-10088-7
http://doi.org/10.1007/s11627-019-10049-9
http://doi.org/10.34117/bjdv6n7-315
http://doi.org/10.1016/j.btre.2022.e00762
http://doi.org/10.1016/j.bbagrm.2011.04.006
http://doi.org/10.1073/pnas.93.22.12406
http://www.ncbi.nlm.nih.gov/pubmed/8901594
http://doi.org/10.1016/j.scienta.2012.08.007
http://doi.org/10.1007/s00425-023-04067-6
http://doi.org/10.3390/horticulturae9010058


Agronomy 2023, 13, 730 25 of 30

123. Shao, Q.S.; Guo, Q.S.; Deng, Y.M.; Guo, H.P. A comparative analysis of genetic diversity in medicinal chrysanthemum morifolium
based on morphology, ISSR and SRAP markers. Biochem Syst. Ecol. 2010, 38, 1160–1169. [CrossRef]

124. Chen, H.; Guo, A.; Wang, J.; Gao, J.; Zhang, S.; Zheng, J.; Yi, K. Assessment of genetic diversity in asparagus germplasm based on
morphological traits and ISSR markers. Physiol. Mol. Biol. Plants 2020, 26, 305–315. [CrossRef]

125. Sheeja, T.E.; Kumar, I.P.V.; Giridhari, A.; Minoo, D.; Rajesh, M.K.; Babu, K.N. Amplified Fragment Length Polymorphism:
Applications and recent developments. Mol. Plant Taxon. 2021, 2222, 187–218.

126. Noormohammadi, Z.; Habibollahi, H.; Farahani, F.; Sheidai, M. Molecular analysis of somaclonal variation in Linum usitatissimum
and L. album. Plant Gene. 2020, 24, 100261. [CrossRef]

127. Li, X.L.; Fang, Q.; Guo, W.L.; Fei, R.; Yu, X.M.; Zhang, J.L. Assessment of genetic instabilities induced by tissue culture in
alkaligrass. Russ. J. Plant Physiol. 2016, 63, 401–408. [CrossRef]

128. Mirani, A.A.; Teo, C.H.; Markhand, G.S. Detection of somaclonal variations in tissue cultured date palm (Phoenix dactylifera L.)
using transposable element-based markers. Plant Cell Tissue Organ Cult. 2020, 141, 119–130. [CrossRef]

129. Fatmawati, Y.; Setiawan, A.B.; Purwantoro, A.; Respatie, D.W.; Teo, C.H. Analysis of genetic variability in F2 interspecific hybrids
of mung bean (Vigna radiata) using inter-retrotransposon amplified polymorphism marker system. Biodiversitas J. Biol. Divers.
2021, 22, 4880–4889. [CrossRef]

130. Zayed, E.M.; Ghonaim, M.M.; Attya, A.M.; Morsi, N.A.; Hussein, K.A. IRAP-PCR technique for determining the biodiversity
between Egyptian barley cultivars. Egypt. J. Bot. 2022, 62, 359–370. [CrossRef]

131. Mirani, A.A.; Jatoi, M.A.; Bux, L. Genetic stability analysis of tissue culture derived date palm cv. Dedhi plants using IRAP
markers. Acta Ecol. Sin. 2022, 42, 76–81. [CrossRef]

132. Salgotra, R.K.; Stewart Jr, C.N. Functional markers for precision plant breeding. Int. J. Mol. Sci. 2020, 21, 4792. [CrossRef]
133. López-Malvar, A.; Malvar, R.A.; Butrón, A.; Revilla, P.; Jiménez-Galindo, J.C.; Souto, X.C.; Santiago, R. Identification of single

nucleotide polymorphisms (SNPs) for maize cell wall hydroxycinnamates using a multi-parent advanced generation intercross
(MAGIC) population. Phytochemistry 2022, 193, 113002. [CrossRef]

134. Tang, M.; Wang, T.; Zhang, X. A review of SNP heritability estimation methods. Brief. Bioinform. 2022, 3, bbac067. [CrossRef]
135. Hsu, T.W.; Tsai, W.C.; Wang, D.P.; Lin, S.; Hsiao, Y.Y.; Chen, W.H.; Chen, H.H. Differential gene expression analysis by cDNA-AFLP

between flower buds of Phalaenopsis Hsiang Fei cv. HF and its somaclonal variant. Plant Sci. 2008, 3, 415–422. [CrossRef]
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