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As one of the most important crops, Asian cultivated rice has evolved into a complex
group including several subgroups adapting various eco-climate-systems around
the globe. Here, we pictured a comprehensive view of its original domestication,
divergences, and the origin of different subgroups by integrating agriculture, archeology,
genetics, nuclear, and cytoplasm genome results. Then, it was highlighted that
interspecific hybridization-introgression has played important role in improving the
genetic diversity and adaptation of Oryza sativa during its evolution process. Natural
hybridization-introgression led to the origin of indica, aus, and basmatic subgroups,
which adapted to changing cultivated environments, and produced feral weedy rice
coexisting and competing with cultivars under production management. Artificial
interspecific hybridization-introgression gained several breakthroughs in rice breeding,
such as developing three-line hybrid rice, new rice for Africa (NERICA), and some
important pest and disease resistance genes in rice genetic improvement, contributing
to the stable increase of rice production to meet the expanding human population.
We proposed a series to exploit the virtues of hybridization-introgression in the genetic
improvement of Asian cultivated rice. But some key issues such as reproductive barriers
especially hybrid sterility should be investigated further, which are conducive to gene
exchange between cultivated rice and its relatives, and even is beneficial to exploiting
interspecific hybrid vigor. New technologies help introduce favorable genes from distant
wild species to Asian cultivated rice, such as transgenic and genome editing systems.
Rising introgression lines in a wider range with multi-donor benefits allele mining,
understanding genetic network of rice growth and development, yield formation, and
environmental adaptation. Then, integration of new tools and interspecific hybridization
can be a future direction to develop more usable breeding populations which can make
Asian cultivated rice more resilient to the changing climate and world.
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INTRODUCTION

The process of plant domestication often leads to genetic
bottlenecks. Hybridization supplied chances to increase plant
genetic diversity and adaptation ability with its expansion
progress. Hybridization has been an important force in
generating angiosperm species diversity (Soltis and Soltis, 2009).
At least 25% of plant species, especially the youngest species,
are involved in hybridization and potential introgression with
other species (Mallet, 2005). It occurs when distinct populations,
subspecies, or species come into contact, hybridize, and the gene
pools are merged (Mallet, 2007). This often leads to the formation
of a hybrid zone or a hybrid swarm (Nolte and Tautz, 2009).
Hybridization can result in rapid genomic changes, which may
lead to beneficial new phenotypes (Baack and Rieseberg, 2007).
Carolus Linnaeus proposed a radical evolutionary hypothesis
that new species could arise via hybridization (Larson, 1968).
Interspecific hybridization occurred or is carried out in many
plants (Kopecký et al., 2022), such as tomato (Lippman et al.,
2007), cotton (Zhang et al., 2014), soybean (Wang et al.,
2019), rice (Purugganan, 2019), grape (Foria et al., 2022),
tobacco (Mino et al., 2022), and oak (Fu et al., 2022), served
as an important mechanism for their genetic diversification,
environment adaptation, and range expansion, as well as
improvement of economical traits. Older crops, such as rice,
also have longer time to diversify under cultivation and thus
adapt to local environments as their geographic ranges widened
(Milla and Osborne, 2021).

Without domesticated crops, very few members of human
societies would survive if they had only a field of wild grain and
herbs and their wits to sustain them (Doebley et al., 2006); thus,
the continuous progress of domesticated crops improvement is
the vital foundation for human survival, progress, and prosperity.
Asia cultivated rice, Oryza sativa, is one of the most important
crops to feed the world for thousands of years. It is believed
to be domesticated from the wild relative, Oryza rufipogon,
in East Asia, then evolved and expanded to form different
climatic ecotypes over the world. Regarding the domestication
of the Asian cultivated rice, one hypothesis is independent
domestication of indica and japonica, the prototype of O. sativa
evolved primarily along the foothills of the Himalayas in South
Asia and its associated mountain ranges in mainland Southeast
Asia and Southwest China, and the genetic differentiation
developed parallel to the ecologic diversification process (Chang,
1976). Another hypothesis is that the domestication processes of
Asian rice occurred only once, and the japonica originated from
domesticated indica (Oka, 1988). The cloning and haplotype
analysis of some domestication genes provided evidence to
challenge the above hypotheses (Sang and Ge, 2007; Sweeney
and McCouch, 2007; Sweeney et al., 2007; Tan et al., 2008),
which initiated some questions, such as why are most of the
domestication genes identical in dispersed subgroups in various
eco-systems? And how did the subgroups originate in distinct
geographical regions? Genome-wide molecular markers and
sequence data supplied more evidence about the phylogenetic
relationship among Asian cultivated varieties, O. rufipogon and
Oryza nivara accession, which provided strong clues to the

origin of different subgroups of O. sativa when its geographical
scope is expanding (Huang et al., 2012; Civán et al., 2015;
Kim et al., 2016; Moner et al., 2018; Choi et al., 2020; Gutaker
et al., 2020). The recent advances in rice genetics and genomics
enable us to better understand the process of improving genetic
diversity and environmental adaptability of Asian cultivated rice
through hybridization-introgression during its evolution process.
In this study, we reviewed the stories of O. sativa about its
domestication, distribution, introgression, variation, and eco-
climatic-economic adaptation, especially focusing on how the
crop became better and better to meet the challenges of changing
environments through continuous interspecific hybridization-
introgression with its wild relatives, and genetically exchange and
recombine to improve its genetic diversity and environmental
adaptation ability, thus ultimately formatted the most important
crop containing several subgroups to adapt various cultivation
environments, to meet the increasing food requirement of
expanding human population.

ENVIRONMENTAL ADAPTATION AND
NATURAL HYBRIDIZATION LED TO THE
ORIGIN OF DIFFERENT SUBGROUPS IN
Oryza sativa

Asian Cultivated Rice Is a Wide
Distribution Species With High
Diversification
Compared to the hunter-gatherer system, cultivating
domesticated crops can feed the more human population.
Ten thousand years ago, human societies began to transition
from hunting-gathering to agriculture. Both archeological
and archeobotanical evidence show that the Asian cultivated
rice domestication began in the Yangtze Valley in China
approximately 8,000–8,500 years ago (Higham and Lu, 1998;
Fuller et al., 2009). Rice is widely cultivated from 55oN in
China to 36oS in Chile, and grown under different conditions
such as irrigated, rainfed lowland, rainfed upland, and flood-
prone ecosystems (Khush, 1997). It was estimated that more
than 4,120,000 rice cultivars and germplasm accessions have
been recognized worldwide (Song et al., 2021). As one of
the earliest domesticated cereal crops in the world, with its
spread of cultivation, rice appears more and more abundant
in morphological and genetic diversity to adapt to the various
diverse and complex cultivation environments.

Cultivars of O. sativa were first classified into two major
types, namely indica and japonica, according to morphological
and serological characters as well as inter-varietal hybrid fertility
(Kato et al., 1928). Based on morphological traits, O. sativa
was further classified into three types, A, B, and C (Matsuo,
1952), named indica, javanica, and japonica (Morinaga, 1954).
Oka (1958) subsequently referred to the above three types
as indica, tropical japonica, and temperate japonica groups.
Using 15 polymorphic loci coding for eight enzymes, 1688
traditional rice varieties from Asia were classified into six varietal
groups (Glaszmann, 1987), and it roughly represents different
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ecological types and geographical distribution. Two hundred and
thirty-four accessions of rice were classified into five groups,
corresponding to indica, aus, aromatic, temperate japonica, and
tropical japonica by 169 nuclear SSR markers and two chloroplast
loci (Garris et al., 2005). The classification of five subgroups
was confirmed and accepted by subsequent studies that resulted
from analysis of nuclear and cytoplast DNA markers, as well
as genomic datum (McNally et al., 2009; Wang et al., 2018;
Chen et al., 2019). However, some authors used aromatic to refer
scented rice from indica, temperate japonica, tropical japonica,
aus, and aromatic (Bourgis et al., 2008), while some authors used
aromatic to refer a special subgroup from Southern Asia (Garris
et al., 2005; Kovach et al., 2007). To avoid confusion, we used
basmatic to refer this subgroup in this paper.

Temperate and Tropical japonica Were
the Results of Environmental Adaptation
and Selection
The japonica is the first subgroup of fully domesticated Asian
cultivated rice (Huang et al., 2012; Choi et al., 2017), and it
was largely confined to China in the early cultivation stage
(Khush, 1997). The temperate japonica was the first major
population separated from tropical landraces (Gutaker et al.,
2020). Rice diversified into temperate and tropical japonica rice
during a global cooling event about 4,200 years ago (d’Alpoim
Guedes et al., 2015). Standing variation of cold tolerance genes
underwent stepwise selection to facilitate cold adaptation to
expand rice cultivation from high altitude to high latitude regions
(Li et al., 2021). The Haptej of COLDF (CHILLING-TOLERANCE
DIVERGENCE F-box) is responsible for enhanced cold tolerance
in the temperate japonica cultivars (Zheng et al., 2022). Temperate
japonica is the result of adaptation to cooling climatic conditions,
and dispersed in North and Northeastern Asia, while japonica
rice migrated to Southeast Asia, where it rapidly diversified as
tropical japonica nearly 2,500 years ago (Gutaker et al., 2020).

The indica, aus, and basmatic Varieties
Were Produced by Hybridization and
Introgression
Some domesticated traits, such as erect growth, loss of grain
shattering, shortened awns or awnless, and compact panicles, are
essential for the transition from wild rice to the domesticated
crop, and these key transitions occurred in the earliest steps of
rice domestication. Grain dormancy, grain color, grain size and
number, and environmental adaptability were selected during
the post-domestication stage (Xu and Sun, 2021). Dissection of
allelic variants of essential domestication genes can reveal strong
evidence about the origins of several subgroups in O. sativa.
Most of the widely disseminated domestication alleles appear to
have originated in japonica or a japonica-like ancestor and were
subsequently introgressed into the indica group (Kovach et al.,
2007). prog1 is a single-origin allele and was selected during Asian
rice domestication (Jin et al., 2008; Tan et al., 2008). A 110-
kb deletion closely linked to PROG1, referred to as rapd, also
contributed to the transition from prostrate to erect growth in
Asian cultivated rice; this 110-kb deletion also represents a single

evolutionary event, as all tested Asian cultivated rice carries it
(Wu et al., 2018). The identical allele of prog1 and rapd across
O. sativa strongly suggests that introgression occurred after the
spread of cultivated rice. The sh4 allele originated in the early
stages of Asian rice domestication (Li et al., 2006; Lin et al., 2007;
Zhang et al., 2009) and introgressed into all the progenies as the
crop expanded. A similar example occurred in rice pericarp color.
The main mutation rc allele originated in the japonica and moved
into the indica, aus, and basmatic. A fragment of no more than
1 Mb of japonica DNA with the rc allele hitchhiked into most
indica varieties (Sweeney et al., 2007).

Evidence combining agricultural production, archeology,
genetics, nuclear, and cytoplasm genome datum supplied a
strong indication that subgroups indica, aus, and basmatic were
descended from distinct lineages (Civán et al., 2015; Carpentier
et al., 2019; He et al., 2021; Zhang et al., 2021), accompanying
hybridization and introgression events, and both ancient and
more recent gene flow continues to dilute the once-distinctive
gene pools (Kim et al., 2016; Wang et al., 2017). Thus, the
course of origin in indica, aus, and basmatic has been gradually
clear (Figure 1).

The indica rice is with the most abundant genetic diversity,
widely geographically distributed, and adapted in tropical and
subtropical regions. O. rufipogon and O. nivara are native to
India and well-distributed there today. The archeological data
for the Ganges River basin reveals that sedentary agricultural
villages were established after 2500 B.C. (Fuller, 2006; Fuller et al.,
2010); thus, proto-indica rice was of unclear domestication status
in South Asia before the domesticated japonica was introduced
into India. Domesticated japonica rice dispersed from China,
south then west ward, via Myanmar, Assam, Bangladesh to
India Plain (Kovach et al., 2007; Vaughan et al., 2008), or
from China, northwest ward, via Hexi Corridor through the
Silk Road trade, to Pakistan, to Northwest India, then the
Indian Plain (Fuller et al., 2010; Fuller, 2011b; Silva et al.,
2018). Once japonica was present alongside local unimproved
proto-indica or wild populations, hybridization, and back-
crossing could rapidly induce the origin of indica subgroup
by selection regimes of farmers. The complete domestication
of indica was only when the arriving of domesticated japonica
from China and hybridized with local wild relatives or proto-
indica about 4,000-5,000 years ago (Fuller, 2011a; Gross and
Zhao, 2014). As a result, the indica subgroup contained
the most genetic diversity, harboring almost all (seven of
the eight) chloroplast haplotypes, and encompassing all the
chloroplast diversity found in the temperate and tropical japonica
(Garris et al., 2005).

The aus rice is mainly distributed across South Asia, mainly
concentrated in the Indian subcontinent. The aus group is
grown under rain-fed upland and lowland conditions, and some
are adapted to the irrigated or deepwater cultivated system.
It likely originated from the hybridization between indica and
a local wild population, with the identical recessive bacterial
blight resistant gene, xa-5. Some aus varieties still remain some
characters of wild relatives of rice, such as spreading tillers
and easy thresh (Khush et al., 2003), and are under incomplete
domestication selections (Zhao et al., 2018). Molecular and
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FIGURE 1 | Subgroup differentiation of Oryza sativa in the evolution process. The japonica rice (circle in the center) was domesticated first from Oryza rufipogon,
then divided northward as temperate japonica, and south ward as tropical japonica. The indica was descent from hybridization between japonica and local wild
populations or proto-indica. The aus was derived from the hybridization between indica and local wild populations, while the basmatic was derived from hybridization
between japonica and aus. Weedy rice strains de-domesticated from and coexisted with cultivated subgroups, and frequently crossed with wild populations (if
present) or landraces during their evolution process.

genomic studies suggested that the aus rice was originated from
annual Oryza nivara (Kim et al., 2016), with distinct lineages
of both nuclear and cytoplasm inheritance (Civán et al., 2015;
Choi et al., 2017; He et al., 2021) and is relatively close to
indica (Garris et al., 2005; Moner et al., 2018, 2020; He et al.,
2021).

The basmatic rice is a small subgroup of O. sativa, identified
as group V by Glaszmann (1987), including “Basmati” and
“Sadri” varieties. The pleasure fragrance of rice genetically results
from a recessive allele of badh2.1 on chromosome 8 (Bourgis
et al., 2008). Sequence analysis around BADH2 indicated that
they contain badh2.1 allele originating from japonica (Kovach
et al., 2009). The basmati rice, a typical representative of the
basmatic group, is characterized as extra-long slender grain,
elongation on cooking, soft and fluffy texture of cooked rice,
and a pleasant aroma. The earliest reference to basmatic rice in
India can be traced to the documents before 2,400 years ago. The
basmatic is now a geographical indication, grown in the north-
western foothills of the Himalayas in the Indian subcontinent,
and is attributed to a unique combination of genetics, soil, water,
climate, and cultural practices (Siddiq et al., 2012). Both the
nuclear and chloroplast data demonstrate a close relationship

to japonica (Garris et al., 2005). The japonica rice contributed
the highest amount of genetic material to circum-basmatic, and
strong evidence of admixture between the circum-basmatic and
circum-aus groups was detected (Choi et al., 2020). A unique
pericarp color haploid, rc-s, is shared only in aus and basmatic
subgroups (Sweeney et al., 2007). The basmatic rice is a result
of a hybridization between japonica and aus (Civán et al., 2015;
Kishor et al., 2020).

Therefore, although a genetic bottleneck occurred in
the early domestication stage, subsequent hybridization-
introgression enabled O. sativa to enlarge its genetic diversity
and differentiated into several subgroups to adapt to various
cultivation environments. It is believed that Asian cultivated rice
has the evolution progress of "One domestication and multiple
origins" or “One origin and multiple interspecific introgressions.”
The indica, japonica, aus, and basmatic were parallel in origin,
but gene introgressions among each other happened (He et al.,
2021). The main domesticated genes were from japonica rice.
Selective sweeps with reduced diversity were widespread in both
indica and, in particular, tropical japonica (Molina et al., 2011).
That is, there was only one domestication event in O. sativa
(Gross and Zhao, 2014).
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Weed Rice Is a Cospecific Form of
Cultivar Rice, Resulted From
Hybridization, Feralization, and
Introgression, Adapting to the Improving
Cultivation Environments
Gene flow from a crop plant to its wild progenitor is particularly
effective when it helps the latter to mimic the crop (Ladizinskv,
1998). When wild relatives are growing near the farmers’ field,
they can cross with cultivars and form weedy types, which
can be a serious problem to the farmers, particularly when
the rice is broadcast sown, such as in deepwater rice fields
in Asia river deltas (Vaughan and Sitch, 1991). Genes from
cultivated rice can be easily incorporated into the gene pool
of weedy rice through recurrent crop-to-weed gene flow and
introgression. This progress may promote the persistent and
better adaptation of weedy rice to the human-influenced habitats
(Harlan, 1965). Typical specimens of O. rufipogon and O. nivara
are rarely obtainable today even in their adapted habitats because
of continuous hybridization among the wild, weed, and cultivated
races (Chang, 1976). As wild species have been a serious weed
in rice fields in India, the purple-leaved variety was introduced
to allow the farmers to weed out the spontaneous green-leaved
wild form in the field. However, no more than 20 years later, the
purple-leaf gene had been introduced to the weedy population
to such an extent that weeding according to leaf color was
no longer a safe practice for eliminating wild species (Dave,
1943). Weedy rice now occurs worldwide and is prevalent in
mechanized, direct-seeded farming systems. Genetic surveys have
revealed multiple independent origins of weedy rice around
the world. When wild O. rufipogon or O. nivara were absent,
de-domestication from rice varieties or landrace plays a major
role in the formation of weedy rice in northern temperate rice-
growing regions. Interestingly, in the United States, almost all
weedy strains de-domesticated from aus, indica, and japonica
which originated and grew outside of the United States. When
O. rufipogon or O. nivara was present in South Asia, and
Southeast Asia, weedy rice strains were morphologically diverse,
with characteristics ranging from resembling cultivated rice
to similarity to wild rice, and showed evidence of recent
hybridization between domesticated (or de-domesticated) and
wild populations (Li and Olsen, 2020; Vigueira et al., 2020).

ARTIFICIAL INTERSPECIFIC
HYBRIDIZATION AND INTROGRESSION
LED TO SEVERAL BREAKTHROUGHS IN
RICE BREEDING

Introgression of Sterile Cytoplasm From
Oryza rufipogon to Oryza sativa Is the
Start Point for the Three-Line Hybrid
Rice Revolution
Chinese breeders began researching the utilization of rice
heterosis in 1961. However, male-sterile plants found in

cultivated rice are difficult to be maintained. In the Winter
of 1970, a male-sterile plant was identified in O. rufipogon
in Hainan Province, China. The cytoplasm of this male-sterile
(CMS) O. rufipogon plant was introduced into O. sativa nuclear
background, and successfully bred a series of wild abortive male
sterility lines, which led to the famous “green revolution” of
hybrid rice. By 2019, more than 7,000 hybrid rice cultivars had
been released in China, with a total planting area of about
6 × 108 ha2 and an increased rice grain of nearly 9 × 108 t, which
had fed an additional 2.3 billion people. Chinese hybrid rice has
been successfully tested or developed in more than 60 countries
with planting areas exceeding 6 × 106 ha2 (He et al., 2020).

New Rice for Africa Derived From
Interspecific Hybridization Between
Oryza sativa and Oryza glaberrima,
Adapting Low Input Cultivation
Conditions in West Africa
African cultivated rice O. glaberrima has been cultivated in
West Africa for approximately 3,000 years (Linares, 2002).
African rice has some undesirable features, such as seed
shattering, brittle grain, lower yield potential, lodging, long
seed dormancy, and being replaced by the Asian species,
which was introduced into the continent by the Portuguese
as early as the mid-sixteenth century (Jones et al., 1997;
van Andel et al., 2016). The African rice has been described
as the least diverse crop species ever documented (Nabholz
et al., 2014). Despite losing substantial genetic diversity during
domestication, it still retained important traits such as weed
competitiveness, tolerance to drought, resistance to African
gall midge, rice mottle virus, stem borer, and nematodes,
as well as adaptation to acidic and low phosphorus soils
among others (Wambugu et al., 2013). Although modern Asian
cultivars performed better than farmers’ traditional O. glaberrima
varieties under relatively higher input conditions, they performed
poorly when cultivated under the low input systems which
dominate extensive upland farming in West Africa, due to
the characteristics of modern Asian cultivars, such as poor
competition with weeds and limited resistance to many of the
stresses that affect upland rice in the region (Jones et al., 1997).
Interspecific hybridization between O. sativa and O. glaberrima,
subsequently backcrossing with O. sativa, produced progenies
combining advantages of both species (high yield potential, weed-
suppressing, and adaptation to low input conditions) and a new
rice type to adapt West Africa upland condition was developed,
denoted as NERICA (new rice for Africa), and this led to the
naming of many rice cultivars for both rainfed upland and
lowland irrigated system of West Africa (Jones et al., 1997;
Nayar, 2010).

Miscellaneous New Genes Utilization
and Breeding Achievements by
Interspecific Introgression
During the 1970s, the grassy stunt virus is prevalent in
several countries. Severe yield losses occurred under epidemic

Frontiers in Plant Science | www.frontiersin.org 5 June 2022 | Volume 13 | Article 932737

https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-932737 June 24, 2022 Time: 15:19 # 6

Zhou et al. Interspecific Hybridization Is a Driving Force

conditions. Of the 6,723 cultivated rice accessions and several
wild species screened for resistance, only one O. nivara
accession Acc. 101508 was found to be resistant (Ling et al.,
1970). A dominant resistant gene from O. nivara was denoted
as Gs (Khush and Ling, 1974). Resistant varieties with Gs,
such as IR28, IR29, IR30, IR32, IR34, IR36, and subsequent
varieties were released in the prevalent regions, and grassy
stunt infected plants are now rarely observed in farmers’ fields
(Khush and Brar, 2017).

Bacterial blight disease (BB) is one of the most serious diseases
of rice in Asia. A dominant gene Xa21 for resistance to BB was
transferred from O. longistaminata and was widely used in many
varieties in the Philippines, India, China, and other countries.

Recently, the progress of mining favorable genes from wild
relatives involves more traits and genes/alleles. Great progress
has been made in identifying genes/alleles resistant to biotic
stresses. For blast resistance, Pid3 from O. rufipogon, Pi54rh
from O. rhizomatis, Pi54 from O. officinalis, Pi57(t) from
O. longistiminata, Pi68(t) from O. glumaepatula, and Pi 69(t)
from O. glaberrima were identified (Das et al., 2012; Lv et al.,
2013; Devanna et al., 2014; Xu et al., 2015; Devi et al., 2020; Dong
et al., 2020). For bacterial blight, one novel resistant gene xa-
45(t) from O. glaberrima was identified (Neelam et al., 2019). For
sheath blight resistance, one major QTL qShB9-2 was mined from
O. meridionalis (Eizenga et al., 2013). For brown plant hopper
(BPH) resistance, qBph3 and qBph4 from O. officinalis, Bph34
from O. nivara, and Bph27, Bph35, and Bph36 from O. rufipogon
were identified (Huang et al., 2013; Hu et al., 2015; Kumar et al.,
2018; Li et al., 2019; Zhang et al., 2020).

Some elite cultivars, such as Yundao1 [(IRGC102203
(O. glaberrima)/Boro5//Dianxi1///Hongza135], Yunlu142
[Yundao1/Acc.104613(O. barthii)//Yundao1/3/Yundao1]
were bred via interspecific hybridization and released at
Yunnan Academy of Agricultural Sciences (YAAS), Yunnan
province, China.

INTERSPECIFIC INTROGRESSION LINE
IS NOT ONLY A RESOURCE FOR FAVOR
ALLELE MINING BUT ALSO AN
EFFECTIVE WAY TO ANALYZE THE
GENETIC BASIS OF HOMOGENEOUS
GENES IN CULTIVATED RICE

The genetic difference between O. sativa and wild species
has been observed in many studies. The hybrid progenies
between cultivated and wild species usually showed abundant
phenotypical and genotypical variation in various traits in
segregated populations. The developing rice genomics has
greatly contributed to the inherent nature of rice genetics
and variation. However, focusing on a single trait or gene is
convenient to elucidate its genetic nature by excluding disturbs
of other genetic variances. Development of introgression libraries
containing a single or few segments from wild species of
rice into the cultivated background is the benefit to evaluate
and dissect the genetic effect and breeding value for each

genetic unit one by one. Series introgression libraries have been
developed. Some libraries are single substitute lines (CSSLs) or
backcross inbred lines (BILs) from a single donor, including
O. glaberrima (Doi et al., 1997; Shim et al., 2010; Yamagata
et al., 2019), O. rufipogon (Tian et al., 2005; Furuta et al.,
2014; Qin et al., 2018; Ma et al., 2019; Yamagata et al., 2019),
O. longistaminata (Ramos et al., 2016), O. nivara (Furuta et al.,
2016; Yamagata et al., 2019), O. meridionalis (He et al., 2017),
O. bathii (Bessho-Uehara et al., 2017; Zhao et al., 2019), and
O. glumaepatula (Zhao et al., 2019). Compared with the rich
genetic diversity of wild relatives of Asian cultivated rice, the
introgression library with a single donor only represents a small
part of its genetic diversity. Considering the great potential
of genetic diversity in wild species, in recent studies, a multi-
donor method was employed. In one study, 70 accessions of
six AA genome species, O. glaberrima, O. barthii, O. nivara,
O. rufipogon, O. longistaminata, and O. glumaepatula, were
crossed with two elite cultivars of O. sativa L., then 1780
backcross inbred lines (BILs) were generated, and 15 BILs
showed >10% yield superiority over the recurrent parents,
with yield-related traits (Bhatia et al., 2017). A single-segment
substitution lines (SSSLs) library, which includes 2360 SSSLs
derived from 43 donors of seven species of rice AA genome in
the Huajingxian 74 (HJX74) genetic background, was widely used
to detect QTLs for traits of agronomic importance, clone genes
of functional importance, and mine alleles of functional variants
(Zhang, 2021). Recently, researchers developed 26,763 advanced
backcross families using 309 donors of O. glaberrima, O. barthii,
O. nivara, O. rufipogon, O. longistaminata, O. glumaepatula,
O. meridionalis, and O. sativa (upland rice varieties). Based
on phenotype selection, 6,732 introgression lines (ILs) with
agronomic and morphological variation were raised. Using this
library, 22 alleles responsible for grain shape were newly found
(Zhang et al., 2022).

Steady agronomic and genetic interventions are essential
for sustaining productivity in intensive rice cropping. Further
progress in rice genetic improvement lies not only in the
identification of more favored genes/alleles but also in a deep
understanding of the genetic pathways of rice growth and
development, yield formation, environmental response, and so
on. However, as a result of extreme domestication, many excellent
traits/genes in cultivated rice have been highly homogeneous,
and the differences among varieties are difficult to be found,
which is not conducive to the in-depth dissection of these
important traits and their genetic networks. Compared with
cultivated rice, wild relatives of the Asian cultivated rice have
not been artificially domesticated and selected, they retain more
genetic diversity, and the significant genetic difference between
wild relatives and the Asian cultivated rice is an effective tool
to analyze these genetic networks. Therefore, on one hand,
the abundant genetic diversity is the elite resource for favor
allele mining; on the other hand, as a result of long-term
domestication and selection, many genes in cultivated rice are
difficult to be characterized due to the lack of allelic differences.
Exploring the huge genetic difference between cultivated rice
and wild relatives is an effective way to analyze the genetic
basis of these genes. The genetic dissection of PROG1 gene
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using the genetic difference between O. sativa and O. rufipogon
is a good example (Jin et al., 2008; Tan et al., 2008). Thus,
interspecific hybridization-introgression is not only useful for
Asian cultivated rice to be high diversity and resilience to the
changing condition but also useful for new gene discovery and
genomics development, which makes rice to be a model crop for
genomics development.

PROSPECT

Thousands of years of rice evolution have made great
progress in increasing yield, meeting human eating preferences,
and adapting to a variety of cultivation environments. In
this process, interspecific hybridization-introgression played
important impact on the improvement of adapting to different
environments and ensuring the genetic diversity of rice
(Figure 1). During this progress, more and more favor alleles
or mutations have been accumulated in cultivars to improve
the performance of the Asian cultivated rice. The progress
of breeding programs, especially breakthrough progress, lies
in further more favorable gene utilization. However, most of
the naturally occurring variants in rice are of low frequency
(Zhao et al., 2018). Thus, interspecific hybridization will
continuously play an important role in the introgression of
favor genes/alleles and increase its genetic diversity in the future
practices of genetic improvement in rice. With the intensification
of modern cropping systems, most of the wild relatives of
O. sativa have lost their natural habitats, and interspecific
hybridization-introgression in genetic diversity improvement
of Asian cultivated rice would mainly depend on artificial
implementation (Figure 2).

Artificial interspecific hybridization has made great progress
in the genetic improvement of cultivated rice. However,
due to many difficulties in distant interspecific hybridization
and introgression, the progress in genetic improvement of
Asian cultivated rice by interspecific hybridization is not
comprehensive. First, due to strict reproductive barriers,
compared with non-AA genome species, wild relatives with the
same AA genome as the Asian cultivated rice are easier to
obtain interspecific hybridization offspring with Asian cultivated
rice. Therefore, more favorable genes/alleles have been found
from wild relatives with the AA genome, while few favorable
genes/alleles have been found from the non-AA genome.
Second, because wild species grew in the natural environment
for a long time, resistance/tolerance to many bio- and abio-
stresses is a necessary condition for their survival. It is easier
for us to find resistant/tolerant genes from them. The yield-
related traits of rice are mostly quantitative traits, which are
easy to be affected by environment and genetic background.
The expression of these yield traits was unstable among
individuals/generations. Although there were many reports on
rice yield-related genes/QTLs (Gaikwad et al., 2021), the progress
is limited. Third, many favorable genes from wild relatives
have been discovered and cloned, but few of them are used
in breeding practice. Further efforts should focus on several
respects in the future.

Understanding and Overcoming
Reproductive Barriers Between Oryza
sativa and Wild Relatives, Including AA
and Non-AA Genome Wild Relatives
For non-AA genome wild relatives, overcoming the reproductive
barriers between them and the Asian cultivated rice is conducive
to exploring a wider range of genetic variation. For AA genome
relatives, in addition to exploring their genetic variation, the
potential heterosis between the Asian cultivated rice and its
relatives of the AA genome can be expected. Hybrids between
varieties within subspecies of indica or japonica have shown
great heterosis in the past half-century, and hybrids between
subspecies or subgroups can gain more heterosis than the
former. However, the hybrid sterility frequently occurred and
hampered the utilization of the distant heterosis. Recent research
demonstrated an example to overcome the inter-subspecies
hybrid sterility (Guo et al., 2016), which greatly enhanced
the confidence in the utilization of inter-subspecific heterosis
between indica and japonica. The interspecific genetic difference
between O. sativa and its relatives (including another cultivated
species O. glaberrima) is greater than inter- and intra-subspecies,
which show stronger hybrid vigor (Hu et al., 2002; Sun et al.,
2020). Previous studies demonstrated that genetic knowledge
about interspecific hybrid sterility can help us overcome this
obstacle between O. sativa and its relatives (Deng et al., 2010; Xie
et al., 2017; Yu et al., 2018). Future research needs to take efforts
for the comprehensive identification of interspecific hybrid
sterility genes between Asian cultivated rice and its relatives
with potential heterosis, analyze their genetic mechanism, so
as to overcome the obstacles of hybrid sterility and promote
the utilization of interspecific vigor through the exploration of
natural neutral alleles, and the development of bridge parents and
gene editing of hybrid sterility genes.

New Techniques Help Wider Interspecific
Introgression
Some wild species have favor characteristics, such as salinity
tolerance of O. rufipogon, high biomass production of CCDD
genome species, O. latifolia, O. alta, and O. grandiglumis
(Khush and Brar, 2017). However, several pre- or post-zygotic
barriers, such as hybrid sterility, genomic disharmony, nuclear
instability, hybrid breakdown, reversion to parental types, limited
recombination, presence of deleterious genes, and linkage drag,
hinder the production of remote interspecific hybrids and the
transfer of genes into crops through interspecific hybridization
(Brar, 2004). The new technologies help to introduce favorable
genes from distant wild species. In crop breeding, transgenic
technology is an effective system to introduce favorable genes
from distant species. Thanks to the development of efficient
tissue culture, transformation, genome editing and high-quality
genome assembly technologies, it is possible that artificial de novo
domestication of a wild plant in a few generations. Recently,
artificial de novo domestication of a wild plant gained great
progress, including in wild tomato (Li et al., 2018), orphan
crop Physalis peruviana (Lemmon et al., 2018), and wild relative
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FIGURE 2 | Artificial hybridization-introgression for genetic improvement of Oryza sativa. O. sativa group was descent from Oryza rufipogon and Oryza nivara.
Species of Oryza genus including O. rufipogon and O. nivara are rich in genetic diversity and favorable traits/alleles. Some elite genes/alleles were transferred into
Asian cultivated rice and gained several breakthroughs in rice breeding. Further hybridization-introgression among interspecies and inter-subgroups will provide more
chances to enlarge genetic diversity and gain breeding achievements in O. sativa.

O. alta of rice (Yu et al., 2021). But, integration of new tools
and interspecific hybridization can be mainstream to improve the
Asian cultivated rice further in the future.

In Addition to Interspecific Hybridization,
Inter-Subgroups Hybridization Can Make
the Asian Cultivated Rice More
Adaptable
As the Asian cultivated rice differentiated into subgroups in
various environments to meet multifarious cultivation conditions
and eating preferences, many favorable traits and genes/alleles
were raised in distinct populations. Introducing favorable alleles
specific to one subgroup (such as quality, biotic- and abiotic-
resistance/tolerance, and growth vigor) into other subgroups can
enrich and improve their diversity in these traits. For instance,
basmatic rice is usually with excellent rice qualities, its genetic
elements of favor allele can be used to improve the quality traits
of other subgroups. The temperate japonica rice at high altitude
or high latitude usually has strong cold tolerance, and its genetic
components of cold tolerance can also improve the adaptability
of indica rice to cold climates. Similarly, the higher nitrogen-
use efficiency (NUE) in aus and basmatic rice can also improve
this trait of japonica and indica rice (Liu et al., 2021), so as to
reduce the application of nitrogen fertilizer and then reduce input
and environmental pollution. The premise of achieving the above
purpose is to clarify the genetic basis controlling these traits.

Inter-subgroup hybrids can be another field to utilize
heterosis in rice. Heterotic loci existed in wild progenitors
of cultivated rice, and cultivated rice was divergently selected
among rice subgroups. Divergent selection among the subgroups
induced various heterotic alleles in different subgroups. Many
heterotic loci in the current commercial hybrids were shaped
by genome introgressions from different subgroups (Lin et al.,
2020). Thus, introgression among subgroups could enhance
heterosis in hybrid rice.

Developing a Series of Introgression
Lines With Favor Genes/Alleles From
Wild Relatives in Various Subgroups
Genetic Background Will Contribute to
the Breeding Utilization of These
Favorable Genes in Various Ecological
Subgroups of Rice
In the past decades, many genes/alleles from wild relative were
identified and even cloned, and the corresponding introgression
lines (ILs) or near-isogenic lines (NILs) were developed in a
specific genetic background. A specific genetic background has
the adaptability to a given ecological environment; although
distant hybridization can increase genetic diversity, when
these ILs or NILs were crossed with parents of distinct
genetic backgrounds to develop breeding populations, from the
perspective of breeders, the offspring of distant hybridization
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usually perform poorly under a specific ecological condition.
This may be the main reason for the limited utilization of
these alleles in rice breeding projects. Yield-related traits usually
are quantitative traits, and are often affected by both genetic
background and environment, improving them in breeding
programs needs to deal with more challenges. Therefore,
developing a series of ILs or NILs with these favor gene/alleles
in various specific genetic backgrounds will be conductive to
reevaluate their genetic effect and breeding value in various
genetic backgrounds and environments and to develop adaptive
breeding populations.

CONCLUSION

Asian cultivated rice originated from O. rufipogon and evolved
thousands of years. During the domestication and evolution
progress, when it gained favor mutations or was introduced
into changing environments, only a few numbers of individuals
could be retained and subsequently expanded, then the genetic
bottlenecks occurred and genetic diversity decreased. Fully and
long domesticated subgroup japonica showed a higher degree
of differentiation and lower genetic diversity than indica (Zhu
et al., 2006). Interspecific hybridization between domesticated
rice and its wild relatives supplied chances to increase its
genetic diversity, expanded and evolved in various subgroups,
and adapted to more and more changing environments. Natural
hybridization and introgression led to various subgroups of
O. sativa, which adapted to changing cultivated environments,
and produced feral weedy rice coexisting and competing with
cultivars under cultivation management. Artificial interspecific
hybridization and introgression gained several breakthroughs in
rice breeding, such as hybrid rice, NERICA, and biotic stress
resistance genes, which are contributed to the stable increase of
rice production to meet the expanding human population. As
interspecific hybridization-introgression have played important
roles in improving genetic diversity and adaptation of O. sativa,
more efforts need to make to exploit its virtues. Some key issues,
such as reproductive barriers especially hybrid sterility should

be investigated further, which are conducive to gene exchange
between cultivated rice and its relatives, and even is beneficial
to exploiting interspecific hybrid vigor. New techniques, such as
efficient tissue culture, transgenics, genome editing system, and
high-quality genome assembly, will help wide distant interspecific
introgression and make the crop better. Compared with the
huge genetic diversity of wild relatives, the construction of
introgression lines in a wider range with more donors is
needed, which benefits allele mining, understanding the genetic
network of rice growth and development, yield formation, and
environmental adaptation. Thus, developing a series of ILs
or NILs with these favor gene/alleles in the various specific
genetic background will be conductive to reevaluate their genetic
effect and breeding value in various genetic backgrounds and
environments and helpful to develop more usable breeding
populations in various situations. In addition to interspecific
hybridization, hybridization between inter-subgroups can make
the Asian cultivated rice wider adaptable and stronger heterosis.

AUTHOR CONTRIBUTIONS

DT proposed the concept. JZ conceived and wrote the
manuscript. YY, YL, QP, JL, YZ, XD, MW, and JW reviewed and
edited the manuscript. All authors contributed to the article and
approved the submitted version.

FUNDING

This research was supported by the National Natural Science
Foundation of China (Grant Nos. 31991221, U2002202,
32160489, and 31860372), the Yunnan Provincial Science
and Technology Department, China (202003AD150007,
202001AS070003, 202101AS070036, 202101AT070193, and
530000210000000013809), the Yunnan Provincial Government
(YNWR-QNBJ-2018-359), the Yunnan Seed Industrialization
Laboratory Program, and the Applied Basic Research Foundation
of Yunnan Academy of Agricultural Sciences (JZ201801).

REFERENCES
Baack, E. J., and Rieseberg, L. H. (2007). A genomic view of introgression and

hybrid speciation. Curr. Opin. Genet. Dev. 17, 513–518. doi: 10.1016/j.gde.2007.
09.001

Bessho-Uehara, K., Furuta, T., Masuda, K., Yamada, S., Angeles-Shim, R. B.,
Ashikari, M., et al. (2017). Construction of rice chromosome segment
substitution lines harboring Oryza barthii genome and evaluation of yield-
related traits. Breed Sci. 67, 408–415. doi: 10.1270/jsbbs.17022

Bhatia, D., Joshi, S., Das, A., Vikal, Y., Sahi, G. K., Neelam, K., et al. (2017).
Introgression of yield component traits in rice (ssp.) through interspecific
hybridization. Crop Sci. 57:1557. doi: 10.2135/cropsci2015.11.0693

Bourgis, F., Guyot, R., Gherbi, H., Tailliez, E., Amabile, I., Salse, J., et al. (2008).
Characterization of the major fragance gene from an aromatic japonica rice
and analysis of its diversity in Asian cultivated rice. Theor. Appl. Genet. 117,
353–368. doi: 10.1007/s00122-008-0780-9

Brar, D. S. (2004). “Interspecific hybridization,” in Encyclopedia of Plant and Crop
Science (New York, NY: Marcel Dekker, Inc), 619–624.

Carpentier, M., Manfroi, E., Wei, F., Wu, H., Lasserre, E., Llauro, C., et al. (2019).
Retrotranspositional landscape of Asian rice revealed by 3000 genomes. Nat.
Comm. 10:24. doi: 10.1038/s41467-018-07974-5

Chang, T. T. (1976). The origin, evolution, cultivation, dissemination, and
diversification of Asian and African rices. Eupbytica 25, 425–441.

Chen, E., Huang, X., Tian, Z., Wing, R. A., and Han, B. (2019). The genomics of
Oryza species provides insights into rice domestication and heterosis. Annu.
Rev. Plant Biol. 70, 639–665. doi: 10.1146/annurev-arplant-050718-100320

Choi, J. Y., Lye, Z. N., Groen, S. C., Dai, X., Rughani, P., Zaaijer, S., et al. (2020).
Nanopore sequencing-based genome assembly and evolutionary genomics
of circum-basmati rice. Genome Biology 21:21. doi: 10.1186/s13059-020-1
938-2

Choi, J. Y., Platts, A. E., Fuller, D. Q., Hsing, Y. I., Wing, R. A., and Purugganan,
M. D. (2017). The rice paradox: multiple origins but single domestication in
Asian rice. Mol. Biol. Evol. 34, 969–979. doi: 10.1093/molbev/msx049

Civán, P., Craig, H., Cox, C. J., and Brown, T. A. (2015). Three geographically
separate domestications of Asian rice. Nat. Plants 1:15164. doi: 10.1038/
NPLANTS.2015.164

Frontiers in Plant Science | www.frontiersin.org 9 June 2022 | Volume 13 | Article 932737

https://doi.org/10.1016/j.gde.2007.09.001
https://doi.org/10.1016/j.gde.2007.09.001
https://doi.org/10.1270/jsbbs.17022
https://doi.org/10.2135/cropsci2015.11.0693
https://doi.org/10.1007/s00122-008-0780-9
https://doi.org/10.1038/s41467-018-07974-5
https://doi.org/10.1146/annurev-arplant-050718-100320
https://doi.org/10.1186/s13059-020-1938-2
https://doi.org/10.1186/s13059-020-1938-2
https://doi.org/10.1093/molbev/msx049
https://doi.org/10.1038/NPLANTS.2015.164
https://doi.org/10.1038/NPLANTS.2015.164
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-932737 June 24, 2022 Time: 15:19 # 10

Zhou et al. Interspecific Hybridization Is a Driving Force

d’Alpoim Guedes, J., Jin, G., and Bocinsky, R. K. (2015). The impact of climate on
the spread of rice to north-eastern China: a new look at the data from Shandong
province. PLoS One 10:e0130430. doi: 10.1371/journal.pone.0130430

Das, A., Soubam, D., Singh, P., Thakur, S., Singh, N., and Sharma, T. (2012).
A novel blast resistance gene, Pi54rh cloned from wild species of rice, Oryza
rhizomatis confers broad spectrum resistance to Magnaporthe oryzae. Funct.
Integr. Genomic. 12, 215–228. doi: 10.1007/s10142-012-0284-1

Dave, B. B. (1943). The wild rice problem in the central provinces and its solution.
Ind. J. Agric. Sci. 13, 46–53.

Deng, X., Zhou, J., Xu, P., Li, J., Hu, F., and Tao, D. (2010). The role of S1-g
allele from Oryza glaberrima in improving interspecific hybrid sterility between
O. sativa and O. glaberrima. Breed Sci. 60, 342–346. doi: 10.1270/jsbbs.60.342

Devanna, N. B., Vijayan, J., and Sharma, T. R. (2014). The blast resistance gene
Pi54 of cloned from Oryza officinalis interacts with Avr-Pi54 through its
novel non-LRR domains. PLoS One 9:e104840. doi: 10.1371/journal.pone.01
04840

Devi, S. J. S. R., Singh, K., Umakanth, B., Vishalakshi, B., Vijaya Sudhakara, Rao,
K., et al. (2020). Identification and characterization of a large effect QTL from
Oryza glumaepatula revealed Pi68(t) as putative candidate gene for rice blast
resistance. Rice 13:17. doi: 10.1186/s12284-020-00378-4

Doebley, J. F., Gaut, B. S., and Smith, B. D. (2006). The molecular genetics of crop
domestication. Cell 127, 1309–1321. doi: 10.1016.j.cell.2006.12.006

Doi, K., Iwata, N., and Yoshimura, A. (1997). The construction of chromosome
substitution lines of African rice (Oryza glaberrima Steud.) in the background
of japonica rice (O. sativa L.). Rice Genet. Newsl. 14, 39–41.

Dong, L., Liu, S., Kyaing, M. S., Xu, P., Tharreau, D., Deng, W., et al. (2020).
Identification and fine mapping of Pi69(t), a new gene conferring broad-
spectrum resistance against Magnaporthe oryzae from Oryza glaberrima Steud.
Front. Plant Sci. 11:1190. doi: 10.3389/fpls.2020.01190

Eizenga, G., Prasad, B., Jackson, A., and Jia, M. (2013). Identification of rice sheath
blight and blast quantitative trait loci in two different O. sativa / O. nivara
advanced backcross populations. Molecul. Breed. 31, 889–907. doi: 10.1007/
s11032-013-9843-y

Foria, S., Magris, G., Jurman, I., Schwope, R., De Candido, M., De Luca, E.,
et al. (2022). Extent of wild–to–crop interspecific introgression in grapevine
(Vitis vinifera) as a consequence of resistance breeding and implications for
the crop species definition. Horticulture Research 9:uhab010. doi: 10.1093/hr/
uhab010

Fu, R., Zhu, Y., Liu, Y., Feng, Y., Lu, R., Li, Y., et al. (2022). Genome-wide analyses
of introgression between two sympatric Asian oak species. Nat. Ecol. Evol. ahead
of print]. doi: 10.1038/s41559-022-01754-7

Fuller, D. Q. (2006). Agricultural origins and frontiers in South Asia: a working
synthesis. J. World Prehist. 20, 1–86. doi: 10.1007/s10963-006-9006-8

Fuller, D. Q. (2011a). Finding plant domestication in the Indian subcontinent.
Curr. Anthropol. 52, S347–S362. doi: 10.1086/658900

Fuller, D. Q. (2011b). Pathways to Asian civilizations: tracing the origins and spread
of rice and rice cultures. Rice 4, 78–92. doi: 10.1007/s12284-011-9078-7

Fuller, D. Q., Qin, L., Zheng, Y., Zhao, Z., Chen, X., Hosoya, L. A., et al. (2009).
The domestication process and domestication rate in rice: spikelet bases from
the Lower Yangtze. Science 323, 1607–1610. doi: 10.1126/science.1166605

Fuller, D. Q., Sato, Y., Castillo, C., Qin, L., Weisskopf, A. R., Kingwell-Banham, E. J.,
et al. (2010). Consilience of genetics and archaeobotany in the entangled history
of rice. Archaeol. Anthropol Sci. 2, 115–131. doi: 10.1007/s12520-010-0035-y

Furuta, T., Uehara, K., Angeles-Shim, R. B., Shim, J., Ashikari, M., and Takashi,
T. (2014). Development and evaluation of chromosome segment substitution
lines (CSSLs) carrying chromosome segments derived from Oryza rufipogon in
the genetic background of Oryza sativa L. Breed Sci. 63, 468–475. doi: 10.1270/
jsbbs.63.468

Furuta, T., Uehara, K., Angeles-Shim, R. B., Shim, J., Nagai, K., Ashikari, M., et al.
(2016). Development of chromosome segment substitution lines harboring
Oryza nivara genomic segments in Koshihikari and evaluation of yield-related
traits. Breed Sci. 66, 845–850. doi: 10.1270/jsbbs.16131

Gaikwad, K. B., Singh, N., Kaur, P., Rani, S., Babu, H. P., and Singh, K. (2021).
Deployment of wild relatives for genetic improvement in rice (Oryza sativa L.).
Plant Breed. 140, 23–52. doi: 10.1111/pbr.1287

Garris, A. J., Tai, T. H., Coburn, J., Kresovich, S., and McCouch, S. (2005). Genetic
structure and diversity in Oryza sativa L. Genetics 169, 1631–1638. doi: 10.1534/
genetics.104.035642

Glaszmann, J. C. (1987). Isozymes and classification of Asian rice varieties. Theor.
Appl. Genet. 74, 21–30. doi: 10.1007/bf00290078

Gross, B. L., and Zhao, Z. (2014). Archaeological and genetic insights into the
origins of domesticated rice. Proc. Natl. Acad. Sci. U. S. A. 111, 6190–6197.
doi: 10.1073/pnas.1308942110

Guo, J., Xu, X., Li, W., Zhu, W., Zhu, H., Liu, Z., et al. (2016). Overcoming inter-
subspecific hybrid sterility in rice by developing indica-compatible japonica
lines. Sci. Rep. 6:26878. doi: 10.1038/srep26878

Gutaker, R. M., Groen, S. C., Bellis, E. S., Choi, J. Y., Pires, I. S., Bocinsky, R. K.,
et al. (2020). Genomic history and ecology of the geographic spread of rice. Nat.
Plants 6, 492–502. doi: 10.1038/s41477-020-0659-6

Harlan, J. R. (1965). Possible role of weed races in evolution of cultivated plants.
Euphytica 14, 173–176. doi: 10.1007/bf00038984

He, N., Wu, R., Pan, X., Peng, L., Sun, K., Zou, T., et al. (2017). Development
and trait evaluation of chromosome single-segment substitution lines of
O. meridionalis in the background of O. sativa. Euphytica 213:281. doi: 10.1007/
s10681-017-2072-4

He, Q., Deng, H., Sun, P., Zhang, W., Shu, F., Xing, J., et al. (2020). Hybrid Rice.
Engineering 6, 967–973. doi: 10.1016/j.eng.2020.08.005

He, W., Chen, C., Xiang, K., Wang, J., Zheng, P., Tembrock, L. R., et al. (2021).
The history and diversity of rice domestication as resolved from 1464 complete
plastid genomes. Front. Plant Sci. 12:781793. doi: 10.3389/fpls.2021.781793

Higham, C., and Lu, T. L. (1998). The origins and dispersal of rice
cultivation. Antiquity 72, 867–877. doi: 10.1017/S0003598X000
87500

Hu, F., Tao, D., Yang, Y., Xu, P., Li, J., and Zhou, J. (2002). Studies of vegetative
heterosis of interspecific hybrids between Oryza sativa and O. glaberrima.
J. Anhui Agric. Univ. 24, 146–150.

Hu, J., Xiao, C., Cheng, M., Gao, G., Zhang, Q., and He, Y. (2015). Fine mapping
and pyramiding of brown planthopper resistance genes QBph3 and QBph4
in an introgression line from wild rice O. officinalis. Mol. Breed. 35:3. doi:
10.1007/s11032-015-0228-2

Huang, D., Qiu, Y., Zhang, Y., Huang, F., Meng, J., Wei, S., et al. (2013). Fine
mapping and characterization of BPH27, a brown planthopper resistance gene
from wild rice (Oryza rufipogon Griff.). Theor. Appl. Genet. 126, 219–229. doi:
10.1007/s00122-012-1975-7

Huang, X., Kurata, N., Wei, X., Wang, Z., Wang, A., Zhao, Q., et al. (2012). A
map of rice genome variation reveals the origin of cultivated rice. Nature 490,
497–501. doi: 10.1038/nature11532

Jin, J., Huang, W., Gao, J., Yang, J., Shi, M., Zhu, M., et al. (2008). Genetic control
of rice plant architecture under domestication. Nat. Genet. 40, 1365–1369.
doi: 10.1038/ng.247

Jones, M. P., Dingkuhn, M., Aluko, G. K., and Semon, M. (1997). Interspecific
Oryza sativa L. x O. glaberrima Steud. progenies in upland rice improvement.
Euphytica 92, 237–246.

Kato, S., Kosaka, H., and Hara, S. (1928). On the affinity of rice varieties as shown
by the fertility of rice plants. Centr. Agric. Inst. Kyushu. Imp. Univ. 2, 241–276.

Khush, G. S. (1997). Origin, dispersal, cultivation and variation of rice. Plant
Molecul. Biol. 35, 25–34.

Khush, G. S., and Brar, D. S. (2017). Alien introgression in rice. Nuleus 60, 251–261.
doi: 10.1007/s13237-017-0222-7

Khush, G. S., Brar, D. S., Virk, P. S., Tang, S., Malik, S. S., Busato, G. A., et al.
(2003). “Classifying rice germplasm by isozyme polymorphism and origin of
cultivated rice,” in IRRI Discussion Paper Series No 46, (Los Banos: international
Rice research Institute)

Khush, G. S., and Ling, K. C. (1974). Inheritance of resistance to grassy stunt virus
and its vector in Rice. J. Heredity 65, 135–136. doi: 10.1093/oxfordjournals.
jhered.a108483

Kim, H., Jung, J., Singh, N., Greenberg, A., Doyle, J. J., Tyagi, W., et al. (2016).
Population dynamics among six major groups of the Oryza rufipogon species
complex, wild relative of cultivated Asian rice. Rice 9:56. doi: 10.1186/s12284-
016-0119-0

Kishor, D. S., Seo, J., Chin, J. H., and Koh, H.-J. (2020). Evaluation of whole-genome
sequence, genetic diversity, and agronomic traits of basmati rice (Oryza sativa
L.). Front. Genet. 11:86. doi: 10.3389/fgene.2020.00086

Kopecký, D., Martín, A., and Smýkal, P. (2022). Interspecific hybridization and
plant breeding: from historical retrospective through work of Mendel to current
crops. Czech. J. Genet. Plant Breed. 1212–1975. doi: 10.17221/19/2022-CJGPB

Frontiers in Plant Science | www.frontiersin.org 10 June 2022 | Volume 13 | Article 932737

https://doi.org/10.1371/journal.pone.0130430
https://doi.org/10.1007/s10142-012-0284-1
https://doi.org/10.1270/jsbbs.60.342
https://doi.org/10.1371/journal.pone.0104840
https://doi.org/10.1371/journal.pone.0104840
https://doi.org/10.1186/s12284-020-00378-4
https://doi.org/10.1016.j.cell.2006.12.006
https://doi.org/10.3389/fpls.2020.01190
https://doi.org/10.1007/s11032-013-9843-y
https://doi.org/10.1007/s11032-013-9843-y
https://doi.org/10.1093/hr/uhab010
https://doi.org/10.1093/hr/uhab010
https://doi.org/10.1038/s41559-022-01754-7
https://doi.org/10.1007/s10963-006-9006-8
https://doi.org/10.1086/658900
https://doi.org/10.1007/s12284-011-9078-7
https://doi.org/10.1126/science.1166605
https://doi.org/10.1007/s12520-010-0035-y
https://doi.org/10.1270/jsbbs.63.468
https://doi.org/10.1270/jsbbs.63.468
https://doi.org/10.1270/jsbbs.16131
https://doi.org/10.1111/pbr.1287
https://doi.org/10.1534/genetics.104.035642
https://doi.org/10.1534/genetics.104.035642
https://doi.org/10.1007/bf00290078
https://doi.org/10.1073/pnas.1308942110
https://doi.org/10.1038/srep26878
https://doi.org/10.1038/s41477-020-0659-6
https://doi.org/10.1007/bf00038984
https://doi.org/10.1007/s10681-017-2072-4
https://doi.org/10.1007/s10681-017-2072-4
https://doi.org/10.1016/j.eng.2020.08.005
https://doi.org/10.3389/fpls.2021.781793
https://doi.org/10.1017/S0003598X00087500
https://doi.org/10.1017/S0003598X00087500
https://doi.org/10.1007/s11032-015-0228-2
https://doi.org/10.1007/s11032-015-0228-2
https://doi.org/10.1007/s00122-012-1975-7
https://doi.org/10.1007/s00122-012-1975-7
https://doi.org/10.1038/nature11532
https://doi.org/10.1038/ng.247
https://doi.org/10.1007/s13237-017-0222-7
https://doi.org/10.1093/oxfordjournals.jhered.a108483
https://doi.org/10.1093/oxfordjournals.jhered.a108483
https://doi.org/10.1186/s12284-016-0119-0
https://doi.org/10.1186/s12284-016-0119-0
https://doi.org/10.3389/fgene.2020.00086
https://doi.org/10.17221/19/2022-CJGPB
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-932737 June 24, 2022 Time: 15:19 # 11

Zhou et al. Interspecific Hybridization Is a Driving Force

Kovach, M. J., Calingacion, M. N., Fitzgerald, M. A., and McCouch, S. R. (2009).
The origin and evolution of fragrance in rice (Oryza sativa L.). Proc. Natl. Acad.
Sci. U. S. A. 106, 14444–14449. doi: 10.1073/pnas.0904077106

Kovach, M. J., Megan, Sweeney, T., and McCouch, S. R. (2007). New insights into
the history of rice domestication. Trends Genet. 23, 578–587. doi: 10.1016/j.tig.
2007.08.012

Kumar, K., Sarao, P. S., Bhatia, D., Neelam, K., Kaur, A., Mangat, G. S., et al. (2018).
High-resolution genetic mapping of a novel brown planthopper resistance
locus, Bph34 in Oryza sativa L. x Oryza nivara (Sharma & Shastry) derived
interspecifc F2 population. Theor. Appl. Genet. 131, 1163–1171. doi: 10.1007/
s00122-018-3069-7

Ladizinskv, G. (1998). Plant Evolution Under Domestication. United states:
Kluwer.Academic Publishers 86. doi: 10.1007/978-94-011-4429-2

Larson, J. L. (1968). The species concept of Linnaeus. Isis 59, 291–299. doi: 10.1086/
350398

Lemmon, Z. H., Reem, N. T., Dalrymple, J., Soyk, S., Swartwood, K. E., Rodriguez-
Leal, D., et al. (2018). Rapid improvement of domestication traits in an orphan
crop by genome editing. Nat. Plants 4, 766–770. doi: 10.1038/s41477-018-0
259-x

Li, C., Zhou, A., and Sang, T. (2006). Rice domestication by reducing shattering.
Science 311, 1936–1939. doi: 10.1126/science.1123604

Li, J., Zeng, Y., Pan, Y., Zhou, L., Zhang, Z., Guo, H., et al. (2021). Stepwise selection
of natural variations at CTB2 and CTB4a improves cold adaptation during
domestication of japonica rice. New Phytol. 231, 1056–1072. doi: 10.1111/nph.
17407

Li, L., and Olsen, K. M. (2020). “Population genomics of weedy crop relatives:
insights from weedy rice,” in Population Genomics Crop Plants, ed. O. P. Rajora
(Switzerland AG: Springer Nature), doi: 10.1007/13836_2020_77

Li, T., Yang, X., Yu, Y., Si, X., Zhai, X., Zhang, H., et al. (2018). Domestication of
wild tomato is accelerated by genome editing. Nat. Biotechnol. 36, 1160–1163.
doi: 10.1038/nbt.4273

Li, Z., Xue, Y., Zhou, H., Li, Y., Usman, B., Jiao, X., et al. (2019). High-resolution
mapping and breeding application of a novel brown planthopper resistance
gene derived from wild rice (Oryza. rufipogon Griff). Rice 12:41. doi: 10.1186/
s12284-019-0289-7

Lin, Z., Griffith, M. E., Li, X., Zhu, Z., Tan, L., Fu, Y., et al. (2007). Origin of seed
shattering in rice (Oryza sativa L.). Planta 226, 11–20. doi: 10.1007/s00425-006-
0460-4

Lin, Z., Qin, P., Zhang, X., Fu, C., Deng, H., Fu, X., et al. (2020). Divergent
selection and genetic introgression shape the genome landscape of heterosis in
hybrid rice. Proc. Natl. Acad. Sci. U. S. A. 117, 4623–4631. doi: 10.1073/pnas.
1919086117

Linares, O. F. (2002). African rice (Oryza glaberrima): history and future potential.
Proc. Natl. Acad. Sci. U. S. A. 99, 16360–16365. doi: 10.1073/pnas.252604599

Ling, K. C., Aguiero, V. M., and Lee, S. H. (1970). A mass screening method for
testing resistance to grassy stunt disease of rice. Plant Dis. Rep. 56, 565–569.

Lippman, Z. B., Semel, Y., and Zamir, D. (2007). An integrated view of quantitative
trait variation using tomato interspecific introgression lines. Curr. Opinion
Genet. Dev. 17, 545–552. doi: 10.1016/j.gde.2007.07.007

Liu, Y., Wang, H., Jiang, Z., Wang, W., Xu, R., Wang, Q., et al. (2021). Genomic
basis of geographical adaptation to soil nitrogen in rice. Nature 590, 600–605.
doi: 10.1038/s41586-020-03091-w

Lv, Q., Xu, X., Shang, J., Jiang, G., Pang, Z., Zhou, Z., et al. (2013). Functional
analysis of Pid3-A4, an ortholog of rice blast resistance gene Pid3 revealed by
allele mining in common wild rice. Phytopathology 103, 594–599. doi: 10.1094/
phyto-10-12-0260-r

Ma, X., Han, B., Tang, J., Zhang, J., Cui, D., Geng, L., et al. (2019). Construction
of chromosome segment substitution lines of Dongxiang common wild rice
(Oryza rufipogon Griff.) in the background of the japonica rice cultivar
Nipponbare (Oryza sativa L.). Plant Physiol. Biochem. 144, 274–282. doi: 10.
1016/j.plaphy.2019.09.041

Mallet, J. (2005). Hybridization as an invasion of the genome. Trends Ecol. Evol. 20,
229–237.

Mallet, J. (2007). Hybrid speciation. Nature 446, 279–283.
Matsuo, T. (1952). Genecological studies on cultivated rice (in Japanese). Bull. Nat.

Inst. Agric. Sci. Jpn. D. 3, 1–111.
McNally, K. L., Childs, K. L., Bohnert, R., Davidson, R. M., Zhao, K., Ulat, V. J.,

et al. (2009). Genomewide SNP variation reveals relationships among landraces

and modern varieties of rice. Proc. Natl. Acad. Sci. U. S. A. 106, 12273–12278.
doi: 10.1073/pnas.0900992106

Milla, R., and Osborne, C. P. (2021). Crop origins explain variation in global
agricultural relevance. Nat. Plants 7, 598–607. doi: 10.1038/s41477-021-0
0905-1

Mino, M., Tezuka, T., and Shomura, S. (2022). The hybrid lethality of interspecific
F1 hybrids of Nicotiana: a clue to understanding hybrid inviability-a major
obstacle to wide hybridization and introgression breeding of plants. Molecul.
Breed. 42, 1–20. doi: 10.1007/s11032-022-01279-8

Molina, J., Sikora, M., Garud, N., Flowers, J. M., Rubinstein, S., Reynolds, A., et al.
(2011). Molecular evidence for a single evolutionary origin of domesticated rice.
Proc. Natl. Acad. Sci. U. S. A. 108, 8351–8356. doi: 10.1073/pnas.1104686108

Moner, A. M., Furtado, A., and Henry, R. J. (2018). Chloroplast phylogeography of
AA genome rice species. Molecul. Phylogenet. Evol. 127, 475–487. doi: 10.1016/
j.ympev.2018.05.002

Moner, A. M., Furtado, A., and Henry, R. J. (2020). Two divergent chloroplast
genome sequence clades captured in the domesticated rice gene pool may have
significance for rice production. BMC Plant Biol. 20:472. doi: 10.1186/s12870-
020-02689-6

Morinaga, T. (1954). Classification of rice varieties on the basis of affinity. Stud.
Rice Breed. 4, 1–14.

Nabholz, B., Sarah, G., Sabot, F., Ruiz, M., Adam, H., Nidelet, S., et al.
(2014). Transcriptome population genomics reveals severe bottleneck and
domestication cost in the African rice (Oryza glaberrima). Mol. Ecol. 23,
2210–2227. doi: 10.1111/mec.12738

Nayar, N. M. (2010). The history and genetic transformation of the African rice,
Oryza glaberrima Steud. (Gramineae). Curr. Sci. 99, 1681–1689. doi: 10.1007/
978-94-007-3934-5_10024-1

Neelam, K., Mahajan, R., Gupta, V., Bhatia, D., Gill, B. K., Komal, R., et al. (2019).
High-resolution genetic mapping of a novel bacterial blight resistance gene xa-
45(t) identified from Oryza glaberrima and transferred to Oryza sativa. Theor.
Appl. Genet. doi: 10.1007/s00122-019-03501-2

Nolte, A. W., and Tautz, D. (2009). Understanding the onset of hybrid speciation.
Trends Genet. 26, 55–58. doi: 10.1016/j.tig.2009.12.001

Oka, H. I. (1958). Intervarietal variation and classification of cultivated rice. Indian
J. Genet. Plant Breed. 18, 79–89. doi: 10.1093/aob/mcl210

Oka, H. I. (1988). Origin of Cultivated Rice. Tokyo: Japan Scientific Society Press.
Purugganan, M. D. (2019). Evolutionary insights into the nature of plant

domestication. Curr. Biol. 29, 705–714. doi: 10.1016/j.cub.2019.05.053
Qin, G., Nguyen, H. M., Luu, S. N., Wang, Y., and Zhang, Z. (2018). Construction of

introgression lines of Oryza rufipogon and evaluation of important agronomic
traits. Theor. Appl. Genet. doi: 10.1007/s00122-018-3241-0

Ramos, J. M., Furuta, T., Uehara, K., Chihiro, N., Angeles-Shim, R. B., Shim, J.,
et al. (2016). Development of chromosome segment substitution lines (CSSLs)
of Oryza longistaminata A. Chev. & Röhr in the background of the elite japonica
rice cultivar, Taichung 65 and their evaluation for yield traits. Euphytica 210,
151–163. doi: 10.1007/s10681-016-1685-3

Sang, T., and Ge, S. (2007). The puzzle of rice domestication. J. Integr. Plant Biol.
49, 760–768. doi: 10.1111/j.1744-7909.2007.00510.x

Shim, R. A., Angeles, E. R., Ashikari, M., and Takashi, T. (2010). Development and
evaluation of Oryza glaberrima Steud. chromosome segment substitution lines
(CSSLs) in the background of O. sativa L. cv. Koshihikari. Breed Sci. 60, 613–619.
doi: 10.1270/jsbbs.60.613

Siddiq, E. A., Vemireddy, L. R., and Nagaraju, J. (2012). Basmati rices: genetics,
breeding and trade. Agric Res 1, 25–36. doi: 10.1007/s40003-011-0011-5

Silva, F., Weisskopf, A., Castillo, C., Murphy, C., Kingwell-Banham, E., Qin, L.,
et al. (2018). A tale of two rice varieties: modelling the prehistoric dispersals
of japonica and proto-indica rices. The Holocene 28, 1745–1758. doi: 10.1177/
0959683618788634

Soltis, P. S., and Soltis, D. E. (2009). The Role of hybridization in plant speciation.
Annu. Rev. Plant Biol. 60, 561–588. doi: 10.1146/annurev.arplant.043008.
092039

Song, J., Arif, M., Zi, Y., Sze, S., Zhang, M., and Zhang, H. (2021). Molecular and
genetic dissection of the USDA rice mini-core collection using high-density
SNP markers. Plant Sci. 308:110910. doi: 10.1016/j.plantsci.2021.110910

Sun, Y., He, W., Xie, Y., Zhao, W., Tan, J., Yang, X., et al. (2020). Exploiting
interspecific heterosis between African rice and Asian rice. Crop Sci. 60, 2343–
2353. doi: 10.1002/csc2.20224

Frontiers in Plant Science | www.frontiersin.org 11 June 2022 | Volume 13 | Article 932737

https://doi.org/10.1073/pnas.0904077106
https://doi.org/10.1016/j.tig.2007.08.012
https://doi.org/10.1016/j.tig.2007.08.012
https://doi.org/10.1007/s00122-018-3069-7
https://doi.org/10.1007/s00122-018-3069-7
https://doi.org/10.1007/978-94-011-4429-2
https://doi.org/10.1086/350398
https://doi.org/10.1086/350398
https://doi.org/10.1038/s41477-018-0259-x
https://doi.org/10.1038/s41477-018-0259-x
https://doi.org/10.1126/science.1123604
https://doi.org/10.1111/nph.17407
https://doi.org/10.1111/nph.17407
https://doi.org/10.1007/13836_2020_77
https://doi.org/10.1038/nbt.4273
https://doi.org/10.1186/s12284-019-0289-7
https://doi.org/10.1186/s12284-019-0289-7
https://doi.org/10.1007/s00425-006-0460-4
https://doi.org/10.1007/s00425-006-0460-4
https://doi.org/10.1073/pnas.1919086117
https://doi.org/10.1073/pnas.1919086117
https://doi.org/10.1073/pnas.252604599
https://doi.org/10.1016/j.gde.2007.07.007
https://doi.org/10.1038/s41586-020-03091-w
https://doi.org/10.1094/phyto-10-12-0260-r
https://doi.org/10.1094/phyto-10-12-0260-r
https://doi.org/10.1016/j.plaphy.2019.09.041
https://doi.org/10.1016/j.plaphy.2019.09.041
https://doi.org/10.1073/pnas.0900992106
https://doi.org/10.1038/s41477-021-00905-1
https://doi.org/10.1038/s41477-021-00905-1
https://doi.org/10.1007/s11032-022-01279-8
https://doi.org/10.1073/pnas.1104686108
https://doi.org/10.1016/j.ympev.2018.05.002
https://doi.org/10.1016/j.ympev.2018.05.002
https://doi.org/10.1186/s12870-020-02689-6
https://doi.org/10.1186/s12870-020-02689-6
https://doi.org/10.1111/mec.12738
https://doi.org/10.1007/978-94-007-3934-5_10024-1
https://doi.org/10.1007/978-94-007-3934-5_10024-1
https://doi.org/10.1007/s00122-019-03501-2
https://doi.org/10.1016/j.tig.2009.12.001
https://doi.org/10.1093/aob/mcl210
https://doi.org/10.1016/j.cub.2019.05.053
https://doi.org/10.1007/s00122-018-3241-0
https://doi.org/10.1007/s10681-016-1685-3
https://doi.org/10.1111/j.1744-7909.2007.00510.x
https://doi.org/10.1270/jsbbs.60.613
https://doi.org/10.1007/s40003-011-0011-5
https://doi.org/10.1177/0959683618788634
https://doi.org/10.1177/0959683618788634
https://doi.org/10.1146/annurev.arplant.043008.092039
https://doi.org/10.1146/annurev.arplant.043008.092039
https://doi.org/10.1016/j.plantsci.2021.110910
https://doi.org/10.1002/csc2.20224
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles


fpls-13-932737 June 24, 2022 Time: 15:19 # 12

Zhou et al. Interspecific Hybridization Is a Driving Force

Sweeney, M., and McCouch, S. (2007). The complex history of the domestication
of rice. Annals. Bot. 100, 951–957. doi: 10.1093/aob/mcm128

Sweeney, M. T., Thomson, M. J., Cho, Y. G., Park, Y. J., Williamson, S. H.,
Bustamante, C. D., et al. (2007). Global dissemination of a single mutation
conferring white pericarp in rice. PLoS Genet. 3:e133. doi: 10.1371/journal.pgen.
0030133

Tan, L., Li, X., Liu, F., Sun, X., Li, C., Zhu, Z., et al. (2008). Control of a key transition
from prostrate to erect growth in rice domestication. Nat. Genet. 40, 1360–1364.
doi: 10.1038/ng.197

Tian, F., Li, D., Fu, Q., Zhu, Z., Fu, Y., Wang, X., et al. (2005). Construction
of introgression lines carrying wild rice (Oryza rufipogon Griff.) segments
in cultivated rice (Oryza sativa L.) background and characterization of
introgressed segments associated with yield-related traits. Theor. Appl. Genet.
112, 570–580. doi: 10.1007/s00122-005-0165-2

van Andel, T. R., Meyer, R. S., Aflitos, S. A., Carney, J. A., Veltman, M. A., Copetti,
D., et al. (2016). Tracing ancestor rice of Suriname Maroons back to its African
origin. Nat. Plants 2:16149. doi: 10.1038/nplants.2016.149

Vaughan, D. A., Lu, B., and Tomooka, N. (2008). Was Asian rice (Oryza sativa)
domesticated more than once? Rice 1, 16–24. doi: 10.1007/s12284-008-9000-0

Vaughan, D. A., and Sitch, L. A. (1991). Gene flow from the jungle to farmers.
Bioscience 41, 22–28. doi: 10.2307/1311537

Vigueira, P. A., Olsen, K. M., Wagner, C. R., Chittick, Z. B., and Vigueira,
C. C. (2020). Weedy rice from South Korea arose from two distinct de-
domestication events. Front. Agron. 2:602612. doi: 10.3389/fagro.2020.602
612

Wambugu, P., Furtado, A., Waters, D., Nyamongo, D., and Henry, R. (2013).
Conservation and utilization of African Oryza genetic resources. Rice 6:29.
doi: 10.1186/1939-8433-6-29

Wang, H., Vieira, F. G., Crawford, J. E., Chu, C., and Nielsen, R. (2017). Asian
wild rice is a hybrid swarm with extensive gene flow and feralization from
domesticated rice. Genom. Res. 27, 1029–1038. doi: 10.1101/gr.204800.116

Wang, W., Mauleon, R., Hu, Z., Chebotarov, D., Tai, S., Wu, Z., et al. (2018).
Genomic variation in 3,010 diverse accessions of Asian cultivated rice. Nature
557, 43–49. doi: 10.1038/s41586-018-0063-9

Wang, X., Chen, L., and Ma, J. (2019). Genomic introgression through interspecific
hybridization counteracts genetic bottleneck during soybean domestication.
Genom. Biol. 20, 22. doi: 10.1186/s13059-019-1631-5

Wu, Y., Zhao, S., Li, X., Zhang, B., Jiang, L., Tang, Y., et al. (2018). Deletions linked
to PROG1 gene participate in plant architecture domestication in Asian and
African rice. Nat. Commun. 9:4157. doi: 10.1038/s41467-018-06509-2

Xie, Y., Xu, P., Huang, J., Ma, S., Xie, X., Tao, D., et al. (2017). Interspecific hybrid
sterility in rice is mediated by OgTPR1 at the S1 locus encoding a peptidase-like
protein. Mol. Plant 10, 1137–1140. doi: 10.1016/j.molp.2017.05.005

Xu, P., Dong, L., Zhou, J., Li, J., Zhang, Y., Hu, F., et al. (2015). Identification
and mapping of a novel blast resistance gene Pi57(t) in Oryza longistaminata.
Euphytica 205, 95–102. doi: 10.1007/s10681-015-1402-7

Xu, R., and Sun, C. (2021). What happened during domestication of
wild to cultivated rice. Crop J. 9, 564–576. doi: 10.1016/j.cj.2021.
02.005

Yamagata, Y., Thanda Win, K., Miyazaki, Y., Ogata, C., Yasui, H., and Yoshimura,
A. (2019). Development of introgression lines of AA genome Oryza species,
O. glaberrima, O. rufipogon, and O. nivara, in the genetic background of
O. sativa L. cv. Taichung 65. Breed. Sci. 69, 359–363. doi: 10.1270/jsbbs.19002

Yu, H., Lin, T., Meng, X., Du, H., Zhang, J., Liu, G., et al. (2021). A route to
de novo domestication of wild allotetraploid rice. Cell 184, 1156–1170.e14. .
doi: 10.1016/j.cell.2021.01.013

Yu, X., Zhao, Z., Zheng, X., Zhou, J., Kong, W., Wang, P., et al. (2018). A
selfish genetic element confers non-Mendelian inheritance in rice. Science 360,
1130–1132. doi: 10.1126/science.aar4279

Zhang, F., Wang, C., Li, M., Cui, Y., Shi, Y., Wu, Z., et al. (2021). The
landscape of gene– CDS–haplotype diversity in rice: properties, population
organization, footprints of domestication and breeding, and implications
for genetic improvement. Mol. Plant. 14, 787–804. doi: 10.1016/j.molp.2021.
02.003

Zhang, G. (2021). Target chromosome-segment substitution: a way to breeding by
design in rice. Crop J. 9, 658–668. doi: 10.1016/j.cj.2021.03.001

Zhang, J., Percy, R. G., and McCarty, J. C. (2014). Introgression genetics and
breeding between Upland and Pima cotton: a review. Euphytica 198, 1–12.
doi: 10.1007/s10681-014-1094-4

Zhang, L., Zhu, Q., Wu, Z., Ross-Ibarra, J., Gaut, B. S., Ge, S., et al. (2009). Selection
on grain shattering genes and rates of rice domestication. New Phytol. 184,
708–720. doi: 10.1111/j.1469-8137.2009.02984.x

Zhang, Y., Qin, G., Ma, Q., Wei, M., Yang, X., Ma, Z., et al. (2020). Identification
of major locus Bph35 resistance to brown planthopper in rice. Rice Sci. 27,
237–245. doi: 10.1016/j.rsci.2020.04.006

Zhang, Y., Zhou, J., Peng, X., Li, J., Deng, X., Deng, W., et al. (2022). A Genetic
resource for rice improvement: introgression library of agronomic traits for all
AA genome Oryza species. Front. Plant Sci. 13:856514. doi: 10.3389/fpls.2022.
856514

Zhao, H., Sun, L., Xiong, T., Wang, Z., Liao, Y., Zou, T., et al. (2019).
Genetic characterization of the chromosome single-segment substitution
lines of O. glumaepatula and O. barthii and identification of QTLs
for yield-related traits. Molecul. Breed. 39:51. doi: 10.1007/s11032-019-0
960-0

Zhao, Q., Feng, Q., Lu, H., Li, Y., Wang, A., Tian, Q., et al. (2018). Pan-genome
analysis highlights the extent of genomic variation in cultivated and wild rice.
Nat. Genet. 50, 278–284. doi: 10.1038/s41588-018-0041-z

Zheng, X., Pang, H., Wang, J., Yao, X., Song, Y., Li, F., et al. (2022). Genomic
signatures of domestication and adaptation during geographical expansions of
rice cultivation. Plant Biotechnol. J. 20, 16–18. doi: 10.1111/pbi.13730

Zhu, Q., Zheng, X., Luo, J., Gaut, B. S., and Ge, S. (2006). Multilocus analysis of
nucleotide variation of Oryza sativa and its wild relatives: severe bottleneck
during domestication of rice. Molecul. Biol. Evol. 24, 875–888. doi: 10.1093/
molbev/msm005

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2022 Zhou, Yang, Lv, Pu, Li, Zhang, Deng, Wang, Wang and Tao.
This is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) and the copyright owner(s) are credited
and that the original publication in this journal is cited, in accordance with accepted
academic practice. No use, distribution or reproduction is permitted which does not
comply with these terms.

Frontiers in Plant Science | www.frontiersin.org 12 June 2022 | Volume 13 | Article 932737

https://doi.org/10.1093/aob/mcm128
https://doi.org/10.1371/journal.pgen.0030133
https://doi.org/10.1371/journal.pgen.0030133
https://doi.org/10.1038/ng.197
https://doi.org/10.1007/s00122-005-0165-2
https://doi.org/10.1038/nplants.2016.149
https://doi.org/10.1007/s12284-008-9000-0
https://doi.org/10.2307/1311537
https://doi.org/10.3389/fagro.2020.602612
https://doi.org/10.3389/fagro.2020.602612
https://doi.org/10.1186/1939-8433-6-29
https://doi.org/10.1101/gr.204800.116
https://doi.org/10.1038/s41586-018-0063-9
https://doi.org/10.1186/s13059-019-1631-5
https://doi.org/10.1038/s41467-018-06509-2
https://doi.org/10.1016/j.molp.2017.05.005
https://doi.org/10.1007/s10681-015-1402-7
https://doi.org/10.1016/j.cj.2021.02.005
https://doi.org/10.1016/j.cj.2021.02.005
https://doi.org/10.1270/jsbbs.19002
https://doi.org/10.1016/j.cell.2021.01.013
https://doi.org/10.1126/science.aar4279
https://doi.org/10.1016/j.molp.2021.02.003
https://doi.org/10.1016/j.molp.2021.02.003
https://doi.org/10.1016/j.cj.2021.03.001
https://doi.org/10.1007/s10681-014-1094-4
https://doi.org/10.1111/j.1469-8137.2009.02984.x
https://doi.org/10.1016/j.rsci.2020.04.006
https://doi.org/10.3389/fpls.2022.856514
https://doi.org/10.3389/fpls.2022.856514
https://doi.org/10.1007/s11032-019-0960-0
https://doi.org/10.1007/s11032-019-0960-0
https://doi.org/10.1038/s41588-018-0041-z
https://doi.org/10.1111/pbi.13730
https://doi.org/10.1093/molbev/msm005
https://doi.org/10.1093/molbev/msm005
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles

	Interspecific Hybridization Is an Important Driving Force for Origin and Diversification of Asian Cultivated Rice Oryza sativa L.
	Introduction
	Environmental Adaptation and Natural Hybridization Led to the Origin of Different Subgroups in Oryza sativa
	Asian Cultivated Rice Is a Wide Distribution Species With High Diversification
	Temperate and Tropical japonica Were the Results of Environmental Adaptation and Selection
	The indica, aus, and basmatic Varieties Were Produced by Hybridization and Introgression
	Weed Rice Is a Cospecific Form of Cultivar Rice, Resulted From Hybridization, Feralization, and Introgression, Adapting to the Improving Cultivation Environments

	Artificial Interspecific Hybridization and Introgression Led to Several Breakthroughs in Rice Breeding
	Introgression of Sterile Cytoplasm From Oryza rufipogon to Oryza sativa Is the Start Point for the Three-Line Hybrid Rice Revolution
	New Rice for Africa Derived From Interspecific Hybridization Between Oryza sativa and Oryza glaberrima, Adapting Low Input Cultivation Conditions in West Africa
	Miscellaneous New Genes Utilization and Breeding Achievements by Interspecific Introgression

	Interspecific Introgression Line Is Not Only a Resource for Favor Allele Mining but Also an Effective Way to Analyze the Genetic Basis of Homogeneous Genes in Cultivated Rice
	Prospect
	Understanding and Overcoming Reproductive Barriers Between Oryza sativa and Wild Relatives, Including AA and Non-AA Genome Wild Relatives
	New Techniques Help Wider Interspecific Introgression
	In Addition to Interspecific Hybridization, Inter-Subgroups Hybridization Can Make the Asian Cultivated Rice More Adaptable
	Developing a Series of Introgression Lines With Favor Genes/Alleles From Wild Relatives in Various Subgroups Genetic Background Will Contribute to the Breeding Utilization of These Favorable Genes in Various Ecological Subgroups of Rice

	Conclusion
	Author Contributions
	Funding
	References


