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Abstract 

The geographical location of Indonesia in the tropical region, characterized by high temperatures and humidity, 
is favorable for the development of viral diseases in rice. Climate change and intensive rice production systems further 
exacerbate the detrimental effects of viral diseases on rice sustainability. Three major rice virus diseases in Indone-
sia—rice tungro disease (RTD), rice rugged stunt virus (RRSV), and rice grassy stunt virus (RGSV)—have affected more 
than 170,000 ha of rice from 2010 to 2022. Key factors contributing to viral disease epidemics in the country include 
the extensive planting of high-yielding varieties twice a year, intensive use of fertilizers, asynchronized planting, 
and erratic climatic conditions. Cultivating rice varieties that are resistant to both viruses and their vector insects 
is the most effective and efficient strategy for the integrated pest management of rice viral diseases. The development 
of RTD-resistant rice varieties has been relatively successful in Indonesia, as demonstrated by the release and adop-
tion of 18 resistant varieties. However, the development of RRSV and RGSV-resistant varieties remains challenging due 
to a lack of genetic resources for improving rice resistance. Progress has been achieved only by developing varieties 
resistant to brown planthoppers as vectors of these virus diseases. To address these challenges, the potential use 
of genetic technology to develop rice that is resistant to viral diseases is discussed.
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Background
Indonesia is an archipelago country located right of the 
equatorial line, where most of the region receives rain-
fall due to the influence of the Asian Monsoon and the 
Pacific Ocean (Loo et al. 2015). Paddy fields with natural 

volcanic soils and monsoon climatic influences suit rice 
growth. The rice area planted yearly is more than 10 mil-
lion hectares of paddy fields consisting of different agro-
ecosystems, including irrigated, rainfed, tidal swamp, 
and flood-prone areas (Rumanti et al. 2016; FAO 2024). 
Indonesia is currently the fourth largest rice-producing 
country in the world after China, India, and Bangladesh 
(FAO 2024). However, domestic rice demand continues 
to increase with population growth and relatively high 
per capita consumption. In 2022, rice per capita con-
sumption was approximately 81 kg of milled rice per year 
(BPS-Statistics Indonesia 2023).

Under irrigated conditions, there are usually two rice 
planting seasons in Indonesia, which enable rice to grow 
throughout the year. The first season, or the wet season 
crop, is from October to December and is harvested from 
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March to April. The second season or dry season crop 
starts from April to May and is harvested from August to 
September (Naylor et al. 2007). Uncertain climatic condi-
tions occur because of the geographic position driven by 
the El Niño‒Southern Oscillation (ENSO), which causes 
El Niño and La Niña cycles (Naylor et al. 2007). During 
El Niño events, Indonesia experienced drier conditions, 
whereas during La Niña events, the country experienced 
wetter conditions. These climatic anomalies significantly 
affect rice production in Indonesia (Iizumi et  al. 2014). 
La Niña, a climate anomaly that causes a wet-dry sea-
son, strongly supports the expansion of rice cultivation in 
2022; in contrast, low rainfall during the El Niño climate 
anomaly in 2023 significantly reduced rice production 
(Meylinah 2024). The impact of climate variability on 
rice production in Indonesia has also been linked to an 
increase in pest and disease infestations (Surmaini et al. 
2024). Pest and disease may reduce food crops by up to 
41% (Savary et al. 2000).

Viruses are among the most prominent infectious 
agents in rice (Qin et al. 2019). Various symptoms of viral 
disease in rice include stunted plants, yellow leaves, and 
other developmental abnormalities, such as ring spots, 
curled leaves, wilting, and necrosis (Mohamed et  al. 
2023). Seventeen rice diseases have been reported to be 
caused by viral infection in various regions (Qin et  al. 
2019). In Indonesia, three viral diseases are widespread 
and cause significant yield losses: rice tungro disease 
(RTD), rice ragged stunt virus (RRSV), and rice grassy 
stunt virus (RGSV) (Azzam and Chancellor 2002; Helina 
et al. 2020; Kurniawati et al. 2023).

While the epidemics of RTD, RRSV, and RGSV are 
sporadic, these diseases cause significant losses world-
wide. Rice tungro disease has spread to almost all major 
rice-growing areas, such as China, India, Indonesia, 
Bangladesh, Vietnam, and the Phillippines (Azzam and 
Chancellor 2002; Muralidharan et  al. 2003; Dai and 
Beachy 2009; Nihad et al. 2021). The disease is estimated 
to cause annual rice yield losses of 5–10% in South and 
Southeast Asia (Dai and Beachy 2009). A high incidence 
of RRSV has been reported in Indonesia, the Philippines, 
Thailand, and Vietnam (Du et al. 2007; Cabauatan et al. 
2009). High RGSV incidences have been reported in 
Indonesia, the Philippines, India, and Japan (Cabauatan 
et al. 2009; Wang et al. 2022).

Several management practices are recommended to 
control viral diseases in rice, including monitoring the 
spread of the disease, simultaneously planting, control-
ling vectors, and planting resistant cultivars (Azzam 
and Chancellor 2002). Among these practices, the use of 
resistant cultivars is considered the most effective strat-
egy when either virus- or insect-vector-resistant varie-
ties are used. Therefore, improving the disease resistance 

of rice varieties is important for reducing yield losses 
caused by this disease. This paper reviews the epidemiol-
ogy of rice viral diseases and the status of the develop-
ment of virus-resistant rice in Indonesia.

Epidemiology of rice virus diseases in Indonesia
The epidemic of viral diseases in Indonesia is triggered by 
several factors, including the extensive planting of high-
yielding varieties, intensive use of fertilizers (Suzuki et al. 
1992; Azzam and Chancellor 2002), asynchronized plant-
ing (Sama et  al. 1991; Aryawan et  al. 1993), and erratic 
climatic conditions (Senoaji et  al. 2023; Surmaini et  al. 
2024). The cultivation of superior rice varieties, such as 
Ciherang and Inpari 32, which cover more than 50% of 
the rice area in Indonesia (Sitaresmi et al. 2023a), is also 
vulnerable to the breakdown of varietal resistance to viral 
diseases and vector insects. From 2010 to 2022, a total of 
178,554 ha of rice area was infected by RTD, RRSV, and 
RGSV, 15,766 ha of which were damaged by the disease 
(Directorate of Food Crop Protection 2023).

Rice tungro disease
Rice tungro disease (RTD) is caused by two viruses: rice 
tungro spherical virus (RTSV) and rice tungro bacilliform 
virus (RTBV) (Hibino et  al. 1991). RTD is transmitted 
through the synergistic effect of RTBV and RTSV. RTBV 
is a pararetrovirus classified into the genus Tungrovirus 
and belongs to the Caulimoviridae family, which consists 
of a double-stranded DNA genome. The RTBV genome 
is a circular double-stranded DNA molecule of approxi-
mately 8 kbp, with two site-specific discontinuities result-
ing from the replication process by reverse transcription, 
and it has four open reading frames (ORFs), ORFs I–IV 
(Bao and Hull 1992; Laco and Beachy 1994; Marmey 
et  al. 2005). The ORFs encode proteins P1 (24  kDa), P2 
(12  kDa), P3 (196  kDa), and P4 (46  kDa) (Herzog et  al. 
2000). There is limited information on the functions of 
gene products from ORFs I, II, and IV. ORF-III encodes 
a large polyprotein, that contains a putative movement 
protein (MP), coat protein (CP), aspartate protease (AP), 
and replicase proteins (Hull 1996). The RTBV genomes 
from the Philippines, Thailand, India, and Malaysia have 
been reported, and they were grouped into two groups: 
South Asia and Southeast Asia (Nguyen et al. 2021).

Rice tungro spherical virus (RTSV), a picornavirus 
from the Waikavirus genus and the Secoviridae fam-
ily, has a single-stranded RNA genome (Bousalem et  al. 
2008; Thompson et  al. 2017). The RTSV genome is 
approximately 12  kb in length and has one large open 
reading frame (ORF) capable of encoding a viral poly-
protein of approximately 390 kDa (Shen et al. 1993). The 
polyprotein is processed by a protease, resulting in three 
coat proteins (CPs) that are arranged adjacent to each 
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other (CP1-3) (Shen et  al. 1993). The complete genome 
sequence of RTSV has been reported for isolates col-
lected from Mindanao, the Philippines (Isogai et  al. 
2000); Orissa and West Bengal, India (Verma and Das-
gupta 2007); Andhra Pradesh, India (Sailaja et  al. 2013) 
and Seberang Perai Malaysia (Kannan et  al. 2020). Phy-
logenetic analysis based on the whole genomes classi-
fied the RTSV isolates into two groups, South Asia and 
Southeast Asia, indicating the influence of geographical 
region on virus genomic evolution (Kannan et al. 2020).

Rice tungro bacilliform virus (RTBV) is principally 
responsible for the development of symptoms that cause 
changes in plant growth, whereas RTSV encodes the pro-
teins necessary for the transmission of viruses between 
individual plants. RTBV–RTSV interactions induce dis-
ease symptoms, including stunting and discoloration of 
diseased plants, reduced tillering, and sterile panicles 
(Cabauatan et al. 1999). The RTBV and RTSV are trans-
mitted only by green leafhoppers and zigzag leafhoppers. 
Transmission efficiency differs between vector species. 
Nephotettix virescens is the most efficient green leafhop-
per species for transmitting both species of rice tungro 
virus, in addition to N. nigropictus, N. malayanus, and N. 
parvus (Widiarta 2014).

Tungro vectors and viruses have alternative hosts in 
addition to rice. Green leafhoppers live in rice seed-
ling nurseries, ratoons, or volunteer rice. The most effi-
cient tungro virus vector, N. virescens, thrives in rice. N. 
nigropictus thrives on rice and grasses and can transmit 

the virus from grasses to rice plants. The virus was 
recovered from virus-infected weed host species, such 
as Echinocloa colonum, E. crisgalli, Panicum repens, 
Cyperus rotundus, Paspalum dilatum, P. hydrophi-
lum, and Leersia hexandra (Patel et al. 2018). In South 
Sulawesi, RTBV has been found in the grasses Panicum 
repens, Cyperus difformis, Echinochloa crusgalli, Fim-
bristilys miliacea, and Eleusine indica (Rosida et  al. 
2023).

Although the population density of green leafhoppers 
in Indonesia is low, they play an essential role as trans-
mitters of tungro virus. Insects can disperse, especially in 
areas with asynchronous rice cropping patterns (Widi-
arta 2014). The presence of viral inoculum sources in an 
area leads to a rapid transmission cycle, generating a tun-
gro-endemic area. In rice-fallow and multi-crop planting 
systems, the spread of tungro disease is slow because of 
the low population density of the vectors (Widiarta et al. 
1990; Aryawan et al. 1993; Widiarta et al. 1993).

Spherical viruses are detected earlier than bacilliform 
viruses in both rice plants and green leafhoppers, 
allowing vectors to acquire and transmit stem viruses 
(Cabauatan and Hibino 1984). The presence of both 
species of viruses in the early vegetative stage of rice 
plants causes severe symptoms of RTD in the form of 
stunted plants, reduced number of tillers, and yellow 
leaves from the tips, especially on the youngest leaves 
(Fig.  1). Plants infected only with spherical viruses 
generally do not show symptoms, whereas rice plants 

Fig. 1  Symptoms of rice tungro disease include stunted plants and yellow leaves from the tips, particularly on the youngest leaves 
and the corresponding viral vector green leafhopper (N. virescens). Images source: IRRI Knowledge Bank (http://​www.​knowl​edgeb​ank.​irri.​org/)

http://www.knowledgebank.irri.org/
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infected only with bacilliform viruses exhibit mild 
symptoms (Hibino et al. 1978).

The extent of RTD-affected areas in Indonesia 
increased during the La Niña climate anomaly in 2011 
and 2012, with attack areas of 16,027 ha and 17,017 ha, 
respectively (Fig.  2). The lowest attacked area of the 
RTD was from 2018 to 2020. However, the loss from 
an affected area ranges from 1607 to 3717 ha per year, 
with a value of up to 1.2 million USD (Widiarta 2021). 
These losses are significant for farming households with 

0.5  ha of cultivated land, the average landholding of 
farmers in Indonesia.

The RTD has spread to almost all provinces in 
Indonesia and has been previously found only in Java, 
Bali, and South Kalimantan (Azzam and Chancellor 
2002; Widiarta 2021). During the 2022 planting season, 
four provinces had the highest number of affected 
areas: Central Kalimantan (8616 ha), South Kalimantan 
(4691 ha),  West Java (309  ha), and Papua (171  ha) 
(Fig. 3).
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Fig. 2  Rice areas in Indonesia were attacked by brown planthoppers (BPHs), rice tungro disease (RTD), rice ragged stunt virus (RRSV), and rice 
grassy stunt virus (RGSV) from 2010 to 2022. Source: Directorate of Food Crop Protection (2023)

Fig. 3  Rice tungro disease incidence in provinces of Indonesia during 2022 planting season. Source: (BBPOPT 2022)
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Rice dwarf virus diseases
Brown planthoppers (Nilaparvata lugens) transmit two 
types of rice dwarf virus diseases, rice grassy stunt virus 
(RGSV) and rice ragged stunt virus (RRSV) (Fig.  4a, 
b). The rice ragged stunt virus belongs to the genus 
Oryzavirus within the family Reoviridae (Miyazaki et al. 
2008). It infects plants of the Poaceae family, including 
rice plants. This virus was discovered in Indonesia and 
the Philippines in the 1970s (Palmer and Rao 1981). The 
rice ragged stunt virus contains an icosahedral particle 
approximately 65  nm in diameter and is composed of 
10 double-stranded RNA segments (Yan et  al. 1992). 
The nucleotide sequences of RRSV genome segments 
S5, S8, and S9 were determined. The genome segments 
S5 encodes ca 91 kDa minor structural protein (Li et al. 
1996), S8 encodes a 67-kDa major structural protein 
(Upadhyaya et al. 1996), and S9 encodes a 38-kDa major 
structural protein (Upadhyaya et  al. 1995). The RRSV 
isolates from Java–Indonesia had the closest affinity to 
AF486811-Philippines (Suprihanto et al. 2015).

RGSV is a member of the genus Tenuivirus, which 
consists of six members, including the rice stripe virus 

(RSV), which is the reference species (Cabauatan et  al. 
2009). The RGSV genome contains six single-stranded 
RNA segments that encode 12 proteins (Toriyama et al. 
1998). The cumulative length of the RGSV genome is 
25,142 nucleotides, and all six RNA segments have an 
ambisense coding arrangement (Toriyama et  al. 1998). 
The RGSV isolates from Java–Indonesia had a closer 
affinity to GQ329710.1–Vietnam (Suprihanto et al. 2015).

The symptoms of RRSV include stunted plants, dark 
green short leaves, with serrated leaves and sometimes 
ragged leaves, which are twisted at the end; the rag-
ged part is yellowish and brownish yellow; the leaf or 
stem veins sometimes swell; the leaf flag is twisted and 
short; and the flowers or panicles are impaired or par-
tially exerted from the leafstalk and are usually empty 
(Suprihanto et  al. 2015). In the 1980s, the symptoms of 
RGSV type II were found to resemble those of rice tungro 
disease, with yellow-orange leaves instead of the tips of 
young leaves, and the number of tillers was less than that 
of the grassy stunt (Suzuki et al. 1988).

The high population density of brown planthop-
pers (BPHs) increases the proportion of winged imago 
(Macroptera) populations that spread the virus along 
with migratory activities to new and more suitable hosts 
(Sawada et  al. 1992). Rice dwarf virus is transmitted 
persistently; once the vector acquires the virus after the 
latent period, it becomes viruliferous. The recent increase 
in BPH attacks has led to an increase in the prevalence of 
RRSV and RGSV in Indonesia (Helina et al. 2020; Febri-
anto et al. 2023).

Brown planthoppers have transformed their status as 
major rice pests since the Green Revolution in the 1960s, 
when short-duration, semidwarf, and high-tillering 
rice types were widely adopted in Indonesia. These rice 
varieties allow multiple crops in a year and are highly 
responsive to fertilization. In contrast, plant architec-
ture facilitates an increase in relative humidity under the 
canopy, which increases nymph survival (Isichaikul et al. 
1994; Bottrell and Schoenly 2012; Sogawa 2015). The 
occurrence of El Niño and La Niña climate anomalies as 
an impact of climate change has induced BPH outbreaks, 
as fluctuations in population density are positively corre-
lated with rainfall, air temperature, and relative humidity 
(Ali et al. 2014; Surmaini et al. 2024). In addition to the 
destruction of rice plants by insects, high infestation of 
the BPH has also led to the widespread spread of RRSV 
and RGSV diseases.

The outbreaks of dwarf virus disease in 2011 and 2017, 
which damaged 25,000  ha and 20,000  ha, respectively, 
coincided with the BPH outbreak (Fig.  2). Significant 
yield losses caused by RRSV have been reported in 
Indonesia’s two most popular rice varieties, Inpari 32 and 
Ciherang (Kurniawati et  al. 2023). These two varieties 

Fig. 4  a Symptoms of rice grassy stunt virus (RGSV) include stunted 
plants and yellow-orange leaves. b Symptoms of rice ragged stunt 
virus (RRSV) include stunted plants, dark green short leaves, serrated 
or ragged leaves, twisting at the end, and impaired panicles. c Brown 
planthopper (N. lugens), the vector of RGSV and RRSV. Images source: 
IRRI Knowledge Bank (http://​www.​knowl​edgeb​ank.​irri.​org/)

http://www.knowledgebank.irri.org/
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have similar genetic backgrounds and are currently 
grown by more than 50% of rice farmers in Indonesia 
(Sitaresmi et al. 2023a). Therefore, the attack of these two 
varieties by the virus must be seriously anticipated.

The emergence of brown planthopper pests, followed 
by an explosion of RRSV and RGSV diseases in sev-
eral regions of Indonesia, has also been suggested to be 
related to farming practices. Intensive rice cultivation 
throughout the year and the high use of synthetic pes-
ticides have caused insecticide-induced resurgence of 
pests, particularly brown planthoppers (Thorburn 2015). 
High nitrogen fertilizer doses also trigger increasing the 
planthopper population (Gupta et al. 2017).

Other rice viral diseases
Other diseases caused by viruses in rice plants reported 
to date include yellow dwarf, rice stripe, and rice stripe 
necrosis viruses. Yellow dwarf disease was first identified 
in Indonesia in 1967 (Oka 1976). Yellow dwarf disease is 
transmitted by N. virescens and N. nigropictus. The dis-
ease remains minor and less important in Indonesia.

Varietal resistance to viral diseases
Cultivating disease-resistant rice varieties is consid-
ered the most efficient strategy for controlling rice dis-
ease infestation (Leung et al. 2003; Shimizu et al. 2013). 
The availability of different virus-resistant varieties is an 
important resource for crop rotation as part of an inte-
grated pest management strategy. This strategy is effec-
tive in controlling viral diseases in Indonesia. Integrating 
the rotation of RTD-resistant varieties and a uniform 
planting system in South Sulawesi, one of the tungro 
endemic areas in Indonesia, has lowered the incidence 
(Sama et al. 1991).

Understanding the mechanism by which rice plants 
respond to virus infection and the genetic mechanisms 
underlying plant resistance will aid in developing resist-
ant varieties. An improvement in the resistance of rice 
varieties against viruses can be achieved by developing 
virus-resistant and vector insect-resistant varieties as sin-
gle resistance strains or by bringing both virus and vector 
resistance strains into pyramiding. Significant research 
has been devoted to improving viral resistance in rice via 
classical and molecular breeding approaches. The chal-
lenge for these breeding programs is the identification 
and incorporation of elite genetic materials resistant to 
both vectors and viruses.

Different genetic regulations control the mechanism 
of rice plants in response to RTD and vary among differ-
ent genetic sources. A dominant resistance gene to tun-
gro spherical virus (RTSV) was found in the ARC11554 
variety (Sebastian et al. 1996), whereas a recessive resist-
ance gene was identified in the resistant varieties Utri 

Merah and TKM6 (Azzam et al. 2001; Ebron et al. 1994; 
Lee et  al. 2010). Evaluation of the genetic sources for 
tungro-resistant varieties, viz. Utri Merah, Utri Rajapan, 
Habiganj DW 8, Tjempo Kitjik, TKM 6, ARC 10312, and 
ARC 12596, against five tungro isolates from five differ-
ent regions of Indonesia, indicated that Utri Merah was 
the most effective source (Table 1). This variety has been 
extensively used in breeding programs in Indonesia to 
develop tungro-resistant rice lines (Ladja et al. 2016).

The recessive gene tsv1, which controls RTSV resist-
ance in Utri Merah, was mapped at chromosome 7, and 
the gene encoding the putative translation initiation fac-
tor 4G (eIF4Gtsv1) was found in the tsv1 region (Lee et al. 
2010). The tsv1 allele of Utri Merah has been widely used 
in several breeding programs to improve rice resistance 
to RTSV (Simon et al. 2023). Markers for this gene have 
been developed based on SNPs of eIF4G through allele-
specific PCR and used to select RTSV-resistant lines 
(Cho et  al. 2018). For future breeding programs, other 
RTSV resistance genes with different virulence mecha-
nisms are needed to anticipate the diversity of the virus. 
Further research is required to identify the sources of 
RTBV resistance.

Although intensive studies have identified genetic 
sources of resistance to RTD, limited information is avail-
able on the identification of resistance genes for RRSV 
and RGSV in natural varieties of rice (Shimizu et al. 2013; 
Sasaya et al. 2014; Lacombe et al. 2021). Several studies 
have shown that rice varieties and lines are resistant to 
these viruses. A dominant resistance gene for RGSV has 
been reported in O. nivara 101,508 (Nuque et al. 1982). 
A screen of 69 Indonesian rice germplasms revealed 
two rice accessions that were resistant to RRSV: MDK 
Karawang from West Java and Pulo Hitam from North 
Maluku (Roza et al. 2021). The study also identified one 
rice accession from East Java resistant to RGSV, viz. Ketik 
1 (Roza et  al. 2021). However, genetic information that 
controls resistance in these germplasms remains limited. 
Further genetic studies on these materials will be useful 
for improving the resistance of rice to dwarf virus dis-
ease. In addition, exploration of rice germplasm to iden-
tify other rice varieties or accessions that are resistant to 
these two viruses needs to be performed in anticipation 
of the diversity of the virulence mechanisms of these 
pathogenic viruses.

Varietal resistance to vectors of virus diseases
Genetic studies on the resistance of rice to brown 
planthoppers and green leafhoppers as vectors of viral 
diseases have been conducted since 1970 (Fujita et  al. 
2013). Recently, at least 44 BPH resistance genes have 
been identified, many of which are located on the short 
arm of chromosome 4, namely, QBph4.1, QBph4.2, 
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Bph12, Bph15, Bph17, Bph20(t), Bph30, Bph33, and 
Bph36 (Muduli et  al. 2021). Among the BPH resistance 
genes, three genes, Bph3, bph4, and Bph6, were found to 
be resistant to most Southeast Asian BPH populations, 
including Indonesia (Horgan et al. 2015).

Moreover, the identification of green leafhopper resist-
ance genes has not progressed since 14 resistance genes 
for green leafhoppers were reported by Fujita et  al. 
(2013), including Glh1, Glh2, Glh3, glh4, Glh5, Glh6, 
Glh7, glh8, Glh9, glh10, Glh11, Glh12, Glh13, and Glh14. 
We suggest that biological and chemical studies on the 
feeding of green leafhoppers are the same as those on 
brown planthoppers and that rice plants have acquired 
various forms of defense against planthoppers (Ling and 
Weilin 2016).

Development of virus‑resistant rice varieties 
in Indonesia
Since the beginning of the Green Revolution, rice 
improvement programs in Indonesia have released rice 
varieties with different characteristics to target various 
ecosystems and meet the demand for increasing national 
rice production. Over the past three decades, more than 
200 rice varieties have been registered and released to 
meet specific ecosystems, such as irrigated lowlands, 
uplands, and swampy lands (Sitaresmi et  al. 2023b). 
Some released rice varieties have been proposed to mini-
mize the yield loss due to RTD (Table 2).

Most RTD-resistant rice varieties were introduced 
by the International Rice Research Institute (IRRI) or 
derived from parental lines from the IRRI. One IRRI 
variety, IR42, was released in 1980 and has become a 
popular rice variety for irrigated lowlands and tidal 
swamps. Between 1985 and 2009, IR42 covered 6.4 mil-
lion hectares of rice area (Brennan and Malabayabas 
2011). Several RTD-resistant varieties have been devel-
oped for specific regions where RTD is endemic, such 
as Bali (Azzam and Chancellor 2002). Tukad Petanu, 
Tukad Balian, and Tukad Unda are rice varieties recom-
mended for cultivation in Bali and Nusa Tenggara Barat, 
whereas Celebes is recommended to be planted by farm-
ers in South Sulawesi (Table  2). The RTD-resistant rice 
variety Inpara 9 Agritan was developed explicitly for tidal 
swamp areas where RTD has become a significant prob-
lem (Rumanti et  al. 2016). Another variety, Inpari 32, is 
currently the most popular in Indonesia. In 2022, Inpari 
32 occupied almost 25% of the total rice cultivation area 
in the country (Sitaresmi et  al. 2023a). The variety was 
released in 2013 and developed from a cross between 
Ciherang and IRBB64.

Although numerous RTD-resistant varieties have 
been developed and deployed by farmers, progress in 
rice improvement for dwarf virus disease is still lacking 

owing to the limited genetic source for resistance in natu-
ral alleles. Farmers have adopted rice varieties to control 
rice viral diseases by growing rice varieties resistant to 
N. lugens vectors. As the main insect in Indonesia, the 
variety release committee requires that the proposed 
elite lines have resistance to at least one of the biotypes 
of brown planthopper. Currently, there are three major 
brown planthopper biotypes in Indonesia. viz. biotype 1, 
2, and 3. Some rice varieties are resistant to one or two 
biotypes, whereas others are resistant to all biotypes, 
such as IR66, Memberamo, Inpari 13, and Cakrabuana 
Agritan (Suprihatno et al. 2010; Sastro et al. 2022). How-
ever, this strategy only mitigates the destruction of rice 
crops because of the brown planthopper and not because 
of the virus incident, which potentially appears simulta-
neously during the explosion of the brown planthopper 
population or in successive seasons.

The cultivation of resistant rice varieties leads to sev-
eral challenges that need to be addressed. The adoption 
of a high-yield-resistant variety in large areas, as in the 
case of Inpari 32 in Indonesia, would reduce genetic 
diversity and pose vulnerability to the breakdown of dis-
ease resistance (Leung et al. 2003). Breeding strategies to 
mitigate the potential reduction in genetic diversity and 
contribute to the sustainability of rice production include 
the sequential release of new resistant varieties over time 
and space, combining multiple resistant genes, and the 
development of multilines (Leung et  al. 2003). Genetic 
heterogeneity would effectively suppress plant  dis-
eases when used over large areas, as evidenced in rice 
blast disease management (Zhu et  al. 2000). The plant-
ing of hybrid rice carrying pyramided Bph14 and Bph15 
together with susceptible hybrids significantly reduced 
the overall population of BPH in a large field area (Hu 
et al. 2016). Rotation of different group-resistant varieties 
has been implemented in South Sulawesi, Indonesia, to 
manage RTD (Sama et al. 1991).

Potential use of genome editing in developing 
virus‑resistant rice varieties
Various gene technologies have been used to develop 
virus-resistant plants. RNA silencing and genome editing 
are two primary strategies for breeding plant antivirals 
(Zhao et  al. 2020). RNA silencing or RNA interference 
methods have been used to improve rice resistance to 
viruses, including RTD (Tyagi et  al. 2008; Sharma et  al. 
2018), RRSV (Lacombe et al. 2021), and rice stripe virus 
(RSV) (Ma et  al. 2011; Shimizu et  al. 2013). However, 
the commercial adoption of virus-resistant cultivars via 
RNA silencing has been hindered by complex regulatory 
processes as well as the social acceptance of genetically 
modified crops (Zhao et  al. 2020). Genome editing 
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strategies have been developed to overcome the problems 
associated with genetic modification approaches.

Genome editing, such as transcriptional activator-like 
effector nucleases and clustered regularly interspaced 
short palindromic repeats (CRISPR)-associated 
endonuclease Cas9 (CRISPR/Cas9), have the potential 
to be used in the development of disease-resistant rice 

varieties (Mishra et  al. 2021). The CRISPR/Cas9 system 
has been used to improve plant resistance against 
viruses in two ways: by targeting the viral genome and 
by targeting host susceptibility genes (Mushtaq et  al. 
2020; Zhao et  al. 2020). A number of successful gene 
editing approaches for the development of virus-resistant 
crops have been reported. The CRISPR/Cas9 system 

Table 2  Rice tungro disease-resistant varieties released in Indonesia. Source: Sastro et al. (2022); Suprihatno et al. (2010)

* RTD, rice tungro disease; BPH, brown planthopper; BLB,bacterial leaf blight

Varieties Parentage Year released Maturity (days) Yield 
average 
(t/ha)

Rice texture Characteristic or 
resistance*

Target ecosystem

IR42 IR2042/CR94-13 1980 135–145 5.0 Hard RTD, BPH, BLB Irrigated lowland 
and tidal swampland

IR66 IR13240-108-2-2-3/
IR9129-209-2-2-2-1

1989 110–120 4.5 Hard RTD, BPH, BLB, blast Irrigated and rainfed 
lowland

Tukad Petanu IR52256-84-2-3/
IR72//2*IR1561-228-3/
Utri Merah

2000 115–125 4.0 Medium RTD, BPH, BLB Irrigated lowland 
(mainly for Bali 
and West Nusa Teng-
gara)

Tukad Balian IR48613-54-3-3-1/
IR28239-94-2-3-6-2

2000 105–115 4.0 Soft RTD, BPH, BLB Irrigated lowland 
(mainly for Bali 
and West Nusa Teng-
gara)

Tukad Unda Balimau Putih /4*IR64 2000 100–123 4.0 Hard RTD, BPH, BLB Irrigated lowland 
(mainly for Bali 
and West Nusa Teng-
gara)

Celebes Tetep/IR2415-90-4-3-
2//IR19661-131-1-2

2000 105–110 5.0 Soft RTD, BPH, blast Irrigated lowland 
(mainly for the South 
Sulawesi region)

Kalimas PSBRC2/IR39292-142-
3-2-3

2000 120–130 6.0 Soft RTD, BPH Irrigated lowland

Bondojudo IR72/IR48525-100-1-2 2000 110–120 6.0 Soft RTD, BPH Irrigated lowland

Inpari 7 Lanrang S3054-2D-12-2/Utri 
Merah-2

2009 110–115 6.2 Soft RTD Irrigated lowland

Inpari 8 IR65469-161-2-2-2-3-2-
2/ IR61979-136-1-3-2-2

2009 125 6.4 Soft RTD Irrigated lowland

Inpari 9 Elo IR68064-18-1-1-2-2/ 
IR61979-136-1-3-2-2

2009 125 6.3 Soft RTD Irrigated lowland

Inpari 31 Pepe/BP342B-MR-1-3-
KN-1-2-3-6-MR-3-BT-1

2013 119 6.0 Soft RTD, BPH, BLB Irrigated lowland

Inpari 32 HDB Ciherang/IRBB64 2013 120 6.3 Medium RTD, BLB, blas Irrigated lowland

Inpari 36 Lanrang IR58773-35-3-1-2/
IR65475-62-3-1-3-1-3-1

2014 114 6.7 Soft RTD, blast Irrigated lowland

Inpari 37 Lanrang CT9162-12/Seratus 
Hari T36//Mem-
beramo/Cibodas/// 
Cibodas/// IR66160-
121-4-5-3/Membramo

2015 114 6.3 Soft RTD, blast Irrigated lowland

Pamelen IR64*2/O. rofipogon 
102,186

2019 112 6.7 Soft RTD, BPH, BLB, red 
rice

Irrigated lowland

Inpari IR Nutrizinc R91153-AC 82/
IR05F102//IR68144-
2B-2-2-3-166///IRRI145

2019 115 6.2 Soft RTD, BPH, BLB Irrigated lowland

Inpara 9 Agritan Mesir/IR60080-23 2014 114 4.2 Hard RTD, BLB, tolerant 
to Fe toxicity

Tidal swampland
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has been used to develop resistant barley ((Hordeum 
vulgare  L.) and wheat (Triticum aestivum L.) against 
wheat dwarf virus, an insect-transmitted virus belonging 
to the Geminiviridae family (Kis et  al. 2019; Yuan et  al. 
2024). Gene knockout in cucumber using the CRISPR/
Cas9 system targeting the cucumber  eIF4E  gene has 
successfully generated mutant plants that exhibit 
resistance against viruses from the Potyviridae family 
(Chandrasekaran et  al. 2016). CRISPR/Cas9-mediated 
genome editing targeting eIF4E in cassava improved the 
resistance of cassava against cassava brown streak disease 
caused by two species of positive-sense RNA viruses 
belonging to the family Potyviridae (Gomez et al. 2019).

The virus requires host factors such as eukaryotic ini-
tiation factors (eIFs) to progress infection. Rice resistance 
to RTSV has been identified as recessive and is regulated 
by initiation factor 4 gamma (eIF4G) (Lee et  al. 2010). 
A CRISPR/Cas9 genome editing mutation in eIF4G 
has been obtained in RTSV-susceptible rice varieties 
to improve resistance to RTSV (Macovei et  al. 2018). A 
similar strategy was used to induce site mutation in the 
eIF4G allele to improve rice resistance against the rice 
black-streaked dwarf virus (RBSDV) (Wang et al. 2021).

More recently, knockout mutants of rice vacuolar 
ATPase (OsV-ATPase) generated using the CRISPR/Cas9 
system increased rice resistance to the southern rice 
black-streaked dwarf virus (SRBSDV) (Lu et  al. 2023). 
This improved resistance is associated with jasmonate 
(JA) and abscisic acid (ABA) biosynthesis. A further chal-
lenge is to develop rice varieties resistant to RGSV and 
RRSV, where sources of resistance remain unavailable in 
natural variation.

Conclusion and future perspectives
The destructive effects of viral diseases on rice produc-
tion must be anticipated to minimize yield losses and 
maintain production stability. Currently, farmers are 
highly dependent on synthetic pesticides to control 
virus vectors, which may potentially induce a resurgence 
of pests. An integrated pest management approach, in 
which resistant varieties are the main components for 
control, is required to manage the spread of RTD, RRSV, 
and RGSV. Breeding strategies should be directed to 
sequentially deploy new resistant varieties over time in 
different regions, combine multiple resistant genes, and 
develop multilines to maintain genetic diversity. Breeding 
rice to improve its resistance to RTD has been relatively 
successful in Indonesia, as demonstrated by the release 
and adoption of several resistant varieties. Current pro-
gress has been made in controlling dwarf virus disease by 
developing varieties resistant to brown planthoppers as 
vectors of dwarf virus disease. Successful genome editing 
application using the CRISPR/Cas9 system to improve 

viral resistance in different crops shows promise for its 
utilization in the development of virus-resistant rice, 
particularly for RSSV and RGSV diseases, in which the 
genetic sources for resistance in natural variations are 
limited.

Abbreviations
ABA	� Abscisic acid
AP	� Aspartate protease
BLB	� Bacterial leaf blight
BPH	� Brown planthopper
CP	� Coat protein
CRISPR	� Clustered regularly interspaced short palindromic repeats
DNA	� Deoxyribonucleic acid
eIFs	� Eukaryotic initiation factors
ENSO	� El Niño‒Southern Oscillation
IRRI	� International Rice Research Institute
JA	� Jasmonate
MP	� Movement protein
ORF	� Open reading frames
RBSDV	� Rice black-streaked dwarf virus
RGSV	� Rice grassy stunt virus
RNA	� Ribonucleic acid
RRSV	� Rice rugged stunt virus
RSV	� Rice stripe virus
RTD	� Rice tungro disease
SRBSDV	� Southern rice black-streaked dwarf virus

Acknowledgements
Not applicable.

Author contributions
All the authors listed have made significant, direct, and intellectual contribu-
tions to the work and approved it for publication.

Funding
Research on breeding for virus resistance is supported by the Research 
Organization for Agriculture and Food, National Research and Innovation 
Agency, Indonesia.

Availability of data and materials
All the data is presented in the main text file.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Received: 28 July 2024   Accepted: 16 December 2024

References
Ali MP, Huang D, Nachman G, Ahmed N, Begum MA, Rabbi MF. Will climate 

change affect outbreak patterns of planthoppers in Bangladesh? PLoS 
ONE. 2014;9: e91678. https://​doi.​org/​10.​1371/​journ​al.​pone.​00916​78.

Aryawan IGN, Widiarta IN, Suzuki Y, Nakasuji F. Life table analysis of the green 
rice leafhopper, Nephotettix virescens (distant) (Hemiptera: Cicadellidae), 
and efficient vector of rice tungro disease in asynchronous rice fields 

https://doi.org/10.1371/journal.pone.0091678


Page 11 of 13Widiarta et al. Phytopathology Research            (2025) 7:11 	

in Indonesia. Popul Ecol. 1993;35:31–43. https://​doi.​org/​10.​1007/​BF025​
15643.

Azzam O, Chancellor TCB. The biology, epidemiology, and management of rice 
tungro disease in Asia. Plant Dis. 2002;86:88–100. https://​doi.​org/​10.​
1094/​PDIS.​2002.​86.2.​88.

Azzam O, Imbe T, Ikeda R, Nath PD, Coloquio E. Inheritance of resistance to rice 
tungro spherical virus in a near-isogenic line derived from Utri Merah 
and in rice cultivar TKM6. Euphytica. 2001;122:91–7. https://​doi.​org/​10.​
1023/A:​10126​05218​343.

Bao Y, Hull R. Characterization of the discontinuities in rice tungro bacilliform 
virus DNA. J Gen Virol. 1992;73:1297–301. https://​doi.​org/​10.​1099/​
0022-​1317-​73-5-​1297.

BBPOPT. Forecast of attacks by the main pests of rice, corn and soybeans in 
Indonesia growing season 2022/2023. Karawang: BBPOPT; 2022.

Bottrell DG, Schoenly KG. Resurrecting the ghost of green revolutions past: 
the brown planthopper as a recurring threat to high-yielding rice 
production in tropical Asia. J Asia-Pac Entomol. 2012;15:122–40. https://​
doi.​org/​10.​1016/j.​aspen.​2011.​09.​004.

Bousalem M, Douzery EJP, Seal SE. Taxonomy, molecular phylogeny and 
evolution of plant reverse transcribing viruses (family Caulimoviridae) 
inferred from full-length genome and reverse transcriptase 
sequences. Arch Virol. 2008;153:1085–102. https://​doi.​org/​10.​1007/​
s00705-​008-​0095-9.

BPS-Statistics Indonesia. Statistical Yearbook of Indonesia 2023. BPS-Statistics 
Indonesia. Jakarta: BPS; 2023.

Brennan JP, Malabayabas A. International Rice Research Institute’s Contribution 
to Rice Varietal Yield Improvement in South-East Asia. ACIAR Impact 
Assessment Series Report No. 74. Canberra: ACIAR; 2011.

Cabauatan PQ, Hibino H. Detection of spherical and bacilliform virus particles 
in tungro-infected rice plants by leafhopper transmission. Int Rice Res 
Newsl. 1984;9:18–9.

Cabauatan PQ, Melcher U, Ishikawa K, Omura T, Hibino H, Koganezawa H, et al. 
Sequence changes in six variants of rice tungro bacilliform virus and 
their phylogenetic relationships. J Gen Virol. 1999;80:2229–37. https://​
doi.​org/​10.​1099/​0022-​1317-​80-8-​2229.

Cabauatan PQ, Cabunagan RC, Choi I-R. Rice viruses transmitted by the brown 
planthopper Nilaparvata lugens Stål. In: Planthoppers: New threats 
to the sustainability of intensive rice production systems in Asia. Los 
Baños: IRRI; 2009. p. 357–68.

Chandrasekaran J, Brumin M, Wolf D, Leibman D, Klap C, Pearlsman M, et al. 
Development of broad virus resistance in non-transgenic cucumber 
using CRISPR/Cas9 technology. Mol Plant Pathol. 2016;17:1140–53. 
https://​doi.​org/​10.​1111/​mpp.​12375.

Cho J-H, Lee J-Y, Kang J-W, Jo S, Kwon Y, Choi I-R, et al. Development of allele 
specific SNP marker for RTSV resistance gene at the tsv1 Locus. Plant 
Breed Biotechnol. 2018;6:309–12. https://​doi.​org/​10.​9787/​PBB.​2018.6.​
3.​309.

Dai S, Beachy RN. Genetic engineering of rice to resist rice tungro disease. 
Vitro Cell Dev Biol Plant. 2009;45:517–24. https://​doi.​org/​10.​1007/​
s11627-​009-​9241-7.

Directorate of Food Crop Protection. The extent of attack of brown 
planthopper, tungro and grassy stunt/rugged stunt in rice in Indonesia 
year 2010–2023* (ha) [Unpublished raw data]. 2023.

Du P, Cabunagan R, Cabauatan P, Choi H, Choi I, Chien H, et al. Yellowing 
syndrome of rice: etiology, current status, and future challenges. 
Omonrice. 2007;15:94–101.

Ebron LA, Yumol RR, Ikeda R, Imbe T. Inheritance of resistance to rice tungro 
spherical virus in some rice cultivars. Int Rice Res Notes. 1994;19:10–1.

FAO. FAOSTAT. In: FAOSTAT Crops Livest. Prod. 2024 https://​www.​fao.​org/​faost​
at/​en/#​data/​QCL. Accessed 8 Jan 2024.

Febrianto S, Sulandari S, Somowiyarjo S. Incidence of dwarf disease and yield 
on Inpari 32 over two sequential seasons in Klaten, Central Java. J Trop 
Plant Pests Dis. 2024;23:67-76. https://​doi.​org/​10.​23960/​jhptt.​12367-​76.

Fujita D, Kohli A, Horgan FG. Rice resistance to planthoppers and leafhoppers. 
Crit Rev Plant Sci. 2013;32:162–91. https://​doi.​org/​10.​1080/​07352​689.​
2012.​735986.

Gomez MA, Lin ZD, Moll T, Chauhan RD, Hayden L, Renninger K, et al. 
Simultaneous CRISPR/Cas9-mediated editing of cassava eIF 4E isoforms 
nCBP-1 and nCBP-2 reduces cassava brown streak disease symptom 
severity and incidence. Plant Biotechnol J. 2019;17:421–34. https://​doi.​
org/​10.​1111/​pbi.​12987.

Gupta N, Debnath S, Sharma S, Sharma P, Purohit J. Role of nutrients in 
controlling the plant diseases in sustainable agriculture. In: Meena 
VS, Mishra PK, Bisht JK, Pattanayak A, editors. Agriculturally important 
microbes for sustainable agriculture. Singapore: Springer; 2017. p. 
217–62. https://​doi.​org/​10.​1007/​978-​981-​10-​5343-6_8.

Helina S, Sulandari S, Trisyono A, Hartono S. Assessments of yield losses due to 
double infection of rice ragged stunt virus and rice grassy stunt virus at 
different severity in the field, Yogyakarta, Indonesia. Pak J Phytopathol. 
2020;32:129–36. https://​doi.​org/​10.​33866/​phyto​pathol.​030.​02.​0578.

Herzog E, Guerra-Peraza O, Hohn T. The rice tungro bacilliform virus gene II 
product interacts with the coat protein domain of the viral gene III 
polyprotein. J Virol. 2000;74:2073–83. https://​doi.​org/​10.​1128/​JVI.​74.5.​
2073-​2083.​2000.

Hibino H, Roechan M, Sudarisman S. Association of two types of virus 
particles with penyakit habang (tungro disease) of rice in Indonesia. 
Phytopathology. 1978;68:1412–6. https://​doi.​org/​10.​1094/​
Phyto-​68-​1412.

Hibino H, Ishikawa K, Omura T, Cabauatan PQ, Koganezawa H. 
Characterization of rice tungro bacilliform and rice tungro spherical 
viruses. Phytopathology. 1991;81:1130–2. https://​doi.​org/​10.​1094/​
Phyto-​81-​1130.

Horgan FG, Ramal AF, Bentur JS, Kumar R, Bhanu KV, Sarao PS, et al. Virulence 
of brown planthopper (Nilaparvata lugens) populations from South and 
South East Asia against resistant rice varieties. Crop Prot. 2015;78:222–
31. https://​doi.​org/​10.​1016/j.​cropro.​2015.​09.​014.

Hu J, Xiao C, He Y. Recent progress on the genetics and molecular breeding of 
brown planthopper resistance in rice. Rice. 2016;9:30. https://​doi.​org/​
10.​1186/​s12284-​016-​0099-0.

Hull R. Molecular biology of rice tungro viruses. Annu Rev Phytopathol. 
1996;34:275–97. https://​doi.​org/​10.​1146/​annur​ev.​phyto.​34.1.​275.

Iizumi T, Luo J-J, Challinor AJ, Sakurai G, Yokozawa M, Sakuma H, et al. Impacts 
of El Niño Southern Oscillation on the global yields of major crops. Nat 
Commun. 2014;5:3712. https://​doi.​org/​10.​1038/​ncomm​s4712.

Isichaikul S, Fujimura K, Ichikawa T. Humid microenvironment prerequisite 
for the survival and growth of nymphs of the rice brown planthopper, 
Nilaparvata lugens (Stål) (Homoptera: Delphacidae). Popul Ecol. 
1994;36:23–8. https://​doi.​org/​10.​1007/​BF025​15081.

Isogai M, Cabauatan PQ, Masuta C, Uyeda I, Azzam O. Complete nucleotide 
sequence of the rice tungro spherical virus genome of the highly 
virulent strain Vt6. Virus Genes. 2000;20:79–85. https://​doi.​org/​10.​
1023/A:​10081​16408​733.

Kannan M, Mohamad Saad M, Zainal Z, Kassim H, Ismail I, Talip N, et al. 
Sequence and phylogenetic analysis of the first complete genome of 
rice tungro spherical virus in Malaysia. Iran J Biotechnol. 2020;18:9–17. 
https://​doi.​org/​10.​30498/​IJB.​2020.​2566.

Kis A, Hamar É, Tholt G, Bán R, Havelda Z. Creating highly efficient resistance 
against wheat dwarf virus in barley by employing CRISPR/Cas9 system. 
Plant Biotechnol J. 2019;17:1004–6. https://​doi.​org/​10.​1111/​pbi.​13077.

Kurniawati YT, Febrianti WN, Novidiarsih CI, Jumantoro G, Mukhtar K. Loss of 
rice yields due to rice ragged stunt virus (RRSV) on several varieties 
(Inpari 32, Inpari 42, Inpari 16, and Ciherang) in Madiun. Nusantara Sci 
Technol Proc. 2023;3:40–4. https://​doi.​org/​10.​11594/​nstp.​2023.​3207.

Laco GS, Beachy RN. Rice tungro bacilliform virus encodes reverse 
transcriptase, DNA polymerase, and ribonuclease H activities. Proc Natl 
Acad Sci. 1994;91:2654–8. https://​doi.​org/​10.​1073/​pnas.​91.7.​2654.

Lacombe S, Bangratz M, Ta HA, Nguyen TD, Gantet P, Brugidou C. Optimized 
RNA-silencing strategies for rice ragged stunt virus resistance in rice. 
Plants. 2021;10:2008. https://​doi.​org/​10.​3390/​plant​s1010​2008.

Ladja FT, Hidayat SH, Damayanti TA, Rauf A. Responses of tungro resistant 
rice varieties and donor parents against five tungro virus isolates from 
indonesia. J Int Soc Southeast Asian Agric Sci. 2016;22:18–27.

Lee J-H, Muhsin M, Atienza GA, Kwak D-Y, Kim S-M, De Leon TB, et al. Single 
nucleotide polymorphisms in a gene for translation initiation factor 
(eIF4G) of rice (Oryza sativa) associated with resistance to rice tungro 
spherical virus. Mol Plant-Microbe Interact. 2010;23:29–38. https://​doi.​
org/​10.​1094/​MPMI-​23-1-​0029.

Leung H, Zhu Y, Revilla-Molina I, Fan JX, Chen H, Pangga I, et al. Using genetic 
diversity to achieve sustainable rice disease management. Plant Dis. 
2003;87:1156–69. https://​doi.​org/​10.​1094/​PDIS.​2003.​87.​10.​1156.

https://doi.org/10.1007/BF02515643
https://doi.org/10.1007/BF02515643
https://doi.org/10.1094/PDIS.2002.86.2.88
https://doi.org/10.1094/PDIS.2002.86.2.88
https://doi.org/10.1023/A:1012605218343
https://doi.org/10.1023/A:1012605218343
https://doi.org/10.1099/0022-1317-73-5-1297
https://doi.org/10.1099/0022-1317-73-5-1297
https://doi.org/10.1016/j.aspen.2011.09.004
https://doi.org/10.1016/j.aspen.2011.09.004
https://doi.org/10.1007/s00705-008-0095-9
https://doi.org/10.1007/s00705-008-0095-9
https://doi.org/10.1099/0022-1317-80-8-2229
https://doi.org/10.1099/0022-1317-80-8-2229
https://doi.org/10.1111/mpp.12375
https://doi.org/10.9787/PBB.2018.6.3.309
https://doi.org/10.9787/PBB.2018.6.3.309
https://doi.org/10.1007/s11627-009-9241-7
https://doi.org/10.1007/s11627-009-9241-7
https://www.fao.org/faostat/en/#data/QCL
https://www.fao.org/faostat/en/#data/QCL
https://doi.org/10.23960/jhptt.12367-76
https://doi.org/10.1080/07352689.2012.735986
https://doi.org/10.1080/07352689.2012.735986
https://doi.org/10.1111/pbi.12987
https://doi.org/10.1111/pbi.12987
https://doi.org/10.1007/978-981-10-5343-6_8
https://doi.org/10.33866/phytopathol.030.02.0578
https://doi.org/10.1128/JVI.74.5.2073-2083.2000
https://doi.org/10.1128/JVI.74.5.2073-2083.2000
https://doi.org/10.1094/Phyto-68-1412
https://doi.org/10.1094/Phyto-68-1412
https://doi.org/10.1094/Phyto-81-1130
https://doi.org/10.1094/Phyto-81-1130
https://doi.org/10.1016/j.cropro.2015.09.014
https://doi.org/10.1186/s12284-016-0099-0
https://doi.org/10.1186/s12284-016-0099-0
https://doi.org/10.1146/annurev.phyto.34.1.275
https://doi.org/10.1038/ncomms4712
https://doi.org/10.1007/BF02515081
https://doi.org/10.1023/A:1008116408733
https://doi.org/10.1023/A:1008116408733
https://doi.org/10.30498/IJB.2020.2566
https://doi.org/10.1111/pbi.13077
https://doi.org/10.11594/nstp.2023.3207
https://doi.org/10.1073/pnas.91.7.2654
https://doi.org/10.3390/plants10102008
https://doi.org/10.1094/MPMI-23-1-0029
https://doi.org/10.1094/MPMI-23-1-0029
https://doi.org/10.1094/PDIS.2003.87.10.1156


Page 12 of 13Widiarta et al. Phytopathology Research            (2025) 7:11 

Li Z, Upadhyaya NM, Kositratana W, Gibbs AJ, Waterhouse PM. Genome 
segment 5 of rice ragged stunt virus encodes avirion protein. J Gen 
Virol. 1996;77:3155–60. https://​doi.​org/​10.​1099/​0022-​1317-​77-​12-​3155.

Ling Y, Weilin Z. Genetic and biochemical mechanisms of rice resistance to 
planthopper. Plant Cell Rep. 2016;35:1559–72. https://​doi.​org/​10.​1007/​
s00299-​016-​1962-6.

Loo YY, Billa L, Singh A. Effect of climate change on seasonal monsoon in Asia 
and its impact on the variability of monsoon rainfall in Southeast Asia. 
Geosci Front. 2015;6:817–23. https://​doi.​org/​10.​1016/j.​gsf.​2014.​02.​009.

Lu Q, Luo X, Yang X, Zhou T, Zhang Y, Lan Y, et al. CRISPR/Cas9-mediated 
gene editing of vacuolar ATPase subunit d mediates phytohormone 
biosynthesis and virus resistance in rice. Front Plant Sci. 
2023;14:1122978. https://​doi.​org/​10.​3389/​fpls.​2023.​11229​78.

Ma J, Song Y, Wu B, Jiang M, Li K, Zhu C, et al. Production of transgenic rice 
new germplasm with strong resistance against two isolations of Rice 
stripe virus by RNA interference. Transgenic Res. 2011;20:1367–77. 
https://​doi.​org/​10.​1007/​s11248-​011-​9502-1.

Macovei A, Sevilla NR, Cantos C, Jonson GB, Slamet-Loedin I, Čermák T, 
et al. Novel alleles of rice eIF4G generated by CRISPR/Cas9-targeted 
mutagenesis confer resistance to Rice tungro spherical virus. Plant 
Biotechnol J. 2018;16:1918–27. https://​doi.​org/​10.​1111/​pbi.​12927.

Marmey P, Rojas-Mendoza A, De Kochko A, Beachy RN, Fauquet CM. 
Characterization of the protease domain of Rice tungro bacilliform 
virus responsible for the processing of the capsid protein from the 
polyprotein. Virol J. 2005;2:33. https://​doi.​org/​10.​1186/​1743-​422X-2-​33.

Meylinah S. El Nino conditions compel Indonesia to import additional 2 MMT 
of rice. Global Agricultural Information Network, Foreign Agricultural 
Service, USDA.2023. https://​fas.​usda.​gov/​data/​indon​esia-​el-​nino-​condi​
tions-​compel-​indon​esia-​import-​addit​ional-2-​mmt-​rice. Accessed 15 
Jan 2024.

Mohamed NA, Ngah NMFNC, Abas A, Talip N, Sarian MN, Hamezah HS, et al. 
Candidate miRNAs from Oryza sativa for silencing the rice tungro 
viruses. Agriculture. 2023;13:651. https://​doi.​org/​10.​3390/​agric​ultur​
e1303​0651.

Mishra R, Zheng W, Joshi RK, Kaijun Z. Genome editing strategies towards 
enhancement of rice disease resistance. Rice Sci. 2021;28:133–45. 
https://​doi.​org/​10.​1016/j.​rsci.​2021.​01.​003.

Miyazaki N, Uehara-Ichiki T, Xing L, Bergman L, Higashiura A, Nakagawa A, et al. 
Structural evolution of Reoviridae revealed by Oryzavirus in acquiring 
the second capsid shell. J Virol. 2008;82:11344–53. https://​doi.​org/​10.​
1128/​JVI.​02375-​07.

Muduli L, Pradhan SK, Mishra A, Bastia DN, Samal KC, Agrawal PK, et al. 
Understanding brown planthopper resistance in rice: genetics, 
biochemical and molecular breeding approaches. Rice Sci. 
2021;28:532–46. https://​doi.​org/​10.​1016/j.​rsci.​2021.​05.​013.

Muralidharan K, Krishnaveni D, Rajarajeswari NVL, Prasad ASR. Tungro 
epidemics and yield losses in paddy fields in India. Curr Sci. 
2003;85:1143–7.

Mushtaq M, Mukhtar S, Sakina A, Dar AA, Bhat R, Deshmukh R, et al. Tweaking 
genome-editing approaches for virus interference in crop plants. Plant 
Physiol Biochem. 2020;147:242–50. https://​doi.​org/​10.​1016/j.​plaphy.​
2019.​12.​022.

Naylor RL, Battisti DS, Vimont DJ, Falcon WP, Burke MB. Assessing risks of 
climate variability and climate change for Indonesian rice agriculture. 
Proc Natl Acad Sci. 2007;104:7752–7. https://​doi.​org/​10.​1073/​pnas.​
07018​25104.

Nguyen TH, Wang D, Rahman SU, Bai H, Yao X, Chen D, et al. Analysis of codon 
usage patterns and influencing factors in rice tungro bacilliform virus. 
Infect Genet Evol. 2021;90: 104750. https://​doi.​org/​10.​1016/j.​meegid.​
2021.​104750.

Nihad SAI, Manidas AC, Hasan K, Hasan MA-I, Honey O, Latif MA. Genetic 
variability, heritability, genetic advance and phylogenetic relationship 
between rice tungro virus resistant and susceptible genotypes 
revealed by morphological traits and SSR markers. Curr Plant Biol. 
2021;25:100194. https://​doi.​org/​10.​1016/j.​cpb.​2020.​100194.

Nuque FL, Aguiero VM, Ou SH. Inheritance of resistance to grassy stunt virus in 
rice. Plant Dis. 1982;66:63–4. https://​doi.​org/​10.​1094/​PD-​66-​63.

Oka IN. Virus diseases of food crops in Indonesia and their control. Tropical 
agriculture research series: proceedings of a symposium on tropical 
agriculture researches. JIRCAS. 1976;10:37–43.

Palmer LT, Rao PS. Grassy stunt, ragged stunt and tungro diseases of rice in 
Indonesia. Trop Pest Manag. 1981;27:212–7. https://​doi.​org/​10.​1080/​
09670​87810​94136​53.

Patel SK, Rajeswari B, Krishnaveni D. Weed host range of rice tungro virus 
disease. Plant Arch. 2018;18:382–6.

Qin J, Wang C, Wang L, Zhao S, Wu J. Defense and counter-defense in rice–
virus interactions. Phytopathol Res. 2019;1:34. https://​doi.​org/​10.​1186/​
s42483-​019-​0041-7.

Rosida N, Senoaji W, Ibrahim E, Kuswinanti T. Molecular detection of rice 
tungro bacilliform virus (RTBV) on weed host in South Sulawesi. IOP 
Conf Ser Earth Environ Sci. 2023;1160: 012054. https://​doi.​org/​10.​1088/​
1755-​1315/​1160/1/​012054.

Roza C, Suprihanto S, Kusdiaman D, Widiarta IN, Nuryanto B, Rumasa O. 
Resistance of rice varieties and accessions to dwarf viruses. J Fitopatol 
Indones. 2021;17:92–102. https://​doi.​org/​10.​14692/​jfi.​17.3.​92-​102.

Rumanti IA, Nugraha Y, Wening RH, Gonzaga ZJC, Suwarno, Nasution A, et al. 
Development of high-yielding rice varieties suitable for swampy lands 
in indonesia. Plant Breed Biotechnol. 2016;4:413–25. https://​doi.​org/​10.​
9787/​PBB.​2016.4.​4.​413.

Sailaja B, Anjum N, Patil YK, Agarwal S, Malathi P, Krishnaveni D, et al. The 
complete genome sequence of a south Indian isolate of Rice tungro 
spherical virus reveals evidence of genetic recombination between 
distinct isolates. Virus Genes. 2013;47:515–23. https://​doi.​org/​10.​1007/​
s11262-​013-​0964-5.

Sama S, Hasanuddin A, Manwan I, Cabunagan RC, Hibino H. Integrated 
management of rice tungro disease in South Sulawesi, Indonesia. Crop 
Prot. 1991;10:34–40. https://​doi.​org/​10.​1016/​0261-​2194(91)​90022-J.

Sasaya T, Nakazono-Nagaoka E, Saika H, Aoki H, Hiraguri A, Netsu O, et al. 
Transgenic strategies to confer resistance against viruses in rice plants. 
Front Microbiol. 2014;4:409. https://​doi.​org/​10.​3389/​fmicb.​2013.​00409.

Sastro Y, Suprihanto S, Hairmansis A, Hasmi I, Satoto, Rumanti IA, et al. 
Description of High Yielding Rice Varieties. Subang: Indonesian Center 
for Rice Research; 2022.

Savary S, Willocquet L, Elazegui FA, Castilla NP, Teng PS. Rice pest constraints in 
tropical Asia: quantification of yield losses due to rice pests in a range 
of production situations. Plant Dis. 2000;84:357–69. https://​doi.​org/​10.​
1094/​PDIS.​2000.​84.3.​357.

Sawada H, Subroto SWG, Suwardiwijaya E, Mustaghfirin, Kusmayadi A. 
Population dynamics of the brown planthopper in the coastal lowland 
of west java Indonesia. Jpn Agric Res q. 1992;26:88–97.

Sebastian LS, Ikeda R, Huang N, Imbe T, Coffman WR, McCouch SR. Molecular 
mapping of resistance to rice tungro spherical virus and green 
leafhopper. Phytopathology. 1996;86:25–30. https://​doi.​org/​10.​1094/​
Phyto-​86-​25.

Senoaji W, Ibrahim E, Rosida N, Heru PR. Evaluate the population development 
of green leafhopper as a tungro vector in the endemic area from long-
term data. IOP Conf Ser Earth Environ Sci. 2023;1208: 012006. https://​
doi.​org/​10.​1088/​1755-​1315/​1208/1/​012006.

Sharma S, Kumar G, Dasgupta I. Simultaneous resistance against the two 
viruses causing rice tungro disease using RNA interference. Virus Res. 
2018;255:157–64. https://​doi.​org/​10.​1016/j.​virus​res.​2018.​07.​011.

Shen P, Kaniewska M, Smith C, Beachy RN. Nucleotide sequence and genomic 
organization of Rice tungro spherical virus. Virology. 1993;193:621–30. 
https://​doi.​org/​10.​1006/​viro.​1993.​1170.

Shimizu T, Ogamino T, Hiraguri A, Nakazono-Nagaoka E, Uehara-Ichiki T, 
Nakajima M, et al. Strong resistance against Rice grassy stunt virus is 
induced in transgenic rice plants expressing double-stranded RNA of 
the viral genes for nucleocapsid or movement proteins as targets for 
RNA interference. Phytopathology. 2013;103:513–9. https://​doi.​org/​10.​
1094/​PHYTO-​07-​12-​0165-R.

Simon EV, Hechanova SL, Hernandez JE, Li C-P, Tülek A, Ahn E-K, et al. Available 
cloned genes and markers for genetic improvement of biotic stress 
resistance in rice. Front Plant Sci. 2023;14:1247014. https://​doi.​org/​10.​
3389/​fpls.​2023.​12470​14.

Sitaresmi T, Hairmansis A, Widyastuti Y, Rachmawati, Susanto U, Wibowo 
BP, et al. Advances in the development of rice varieties with better 
nutritional quality in Indonesia. J Agric Food Res. 2023a;12:100602. 
https://​doi.​org/​10.​1016/j.​jafr.​2023.​100602.

Sitaresmi T, Safitri H, Nafisah, Susanto U, Hairmansis A, Gunarsih C, et al. 
Selection of rice promising lines having Ciherang’s idiotype for 
improved resistance of main pest and diseases. IOP Conf Ser Earth 

https://doi.org/10.1099/0022-1317-77-12-3155
https://doi.org/10.1007/s00299-016-1962-6
https://doi.org/10.1007/s00299-016-1962-6
https://doi.org/10.1016/j.gsf.2014.02.009
https://doi.org/10.3389/fpls.2023.1122978
https://doi.org/10.1007/s11248-011-9502-1
https://doi.org/10.1111/pbi.12927
https://doi.org/10.1186/1743-422X-2-33
https://fas.usda.gov/data/indonesia-el-nino-conditions-compel-indonesia-import-additional-2-mmt-rice
https://fas.usda.gov/data/indonesia-el-nino-conditions-compel-indonesia-import-additional-2-mmt-rice
https://doi.org/10.3390/agriculture13030651
https://doi.org/10.3390/agriculture13030651
https://doi.org/10.1016/j.rsci.2021.01.003
https://doi.org/10.1128/JVI.02375-07
https://doi.org/10.1128/JVI.02375-07
https://doi.org/10.1016/j.rsci.2021.05.013
https://doi.org/10.1016/j.plaphy.2019.12.022
https://doi.org/10.1016/j.plaphy.2019.12.022
https://doi.org/10.1073/pnas.0701825104
https://doi.org/10.1073/pnas.0701825104
https://doi.org/10.1016/j.meegid.2021.104750
https://doi.org/10.1016/j.meegid.2021.104750
https://doi.org/10.1016/j.cpb.2020.100194
https://doi.org/10.1094/PD-66-63
https://doi.org/10.1080/09670878109413653
https://doi.org/10.1080/09670878109413653
https://doi.org/10.1186/s42483-019-0041-7
https://doi.org/10.1186/s42483-019-0041-7
https://doi.org/10.1088/1755-1315/1160/1/012054
https://doi.org/10.1088/1755-1315/1160/1/012054
https://doi.org/10.14692/jfi.17.3.92-102
https://doi.org/10.9787/PBB.2016.4.4.413
https://doi.org/10.9787/PBB.2016.4.4.413
https://doi.org/10.1007/s11262-013-0964-5
https://doi.org/10.1007/s11262-013-0964-5
https://doi.org/10.1016/0261-2194(91)90022-J
https://doi.org/10.3389/fmicb.2013.00409
https://doi.org/10.1094/PDIS.2000.84.3.357
https://doi.org/10.1094/PDIS.2000.84.3.357
https://doi.org/10.1094/Phyto-86-25
https://doi.org/10.1094/Phyto-86-25
https://doi.org/10.1088/1755-1315/1208/1/012006
https://doi.org/10.1088/1755-1315/1208/1/012006
https://doi.org/10.1016/j.virusres.2018.07.011
https://doi.org/10.1006/viro.1993.1170
https://doi.org/10.1094/PHYTO-07-12-0165-R
https://doi.org/10.1094/PHYTO-07-12-0165-R
https://doi.org/10.3389/fpls.2023.1247014
https://doi.org/10.3389/fpls.2023.1247014
https://doi.org/10.1016/j.jafr.2023.100602


Page 13 of 13Widiarta et al. Phytopathology Research            (2025) 7:11 	

Environ Sci. 2023b;1172:012022. https://​doi.​org/​10.​1088/​1755-​1315/​
1172/1/​012022.

Sogawa K. Planthopper outbreaks in different paddy ecosystems in Asia: man-
made hopper plagues that threatened the Green Revolution in rice. In: 
Heong KL, Cheng J, Escalada MM, editors. Rice planthoppers. Dordrecht: 
Springer; 2015. p. 33–63. https://​doi.​org/​10.​1007/​978-​94-​017-​9535-7_2.

Suprihanto S, Somowiyarjo S, Hartono S, Trisyono YA. Identification and 
molecular diversity of rice ragged stunt virus and rice grassy stunt virus 
in Java, Indonesia. Int J Sci Basic Appl Res. 2015;24:374–86.

Suprihatno B, Daradjat AA, Satoto, Baehaki SE, Suprihanto S, Setyono A, et al. 
Rice Variety Description. Subang: Indonesian Center for Rice Research; 
2010.

Surmaini E, Sarvina Y, Susanti E, Widiarta IN, Misnawati M, Suciantini S, et al. 
Climate change and the future distribution of brown planthopper in 
Indonesia: a projection study. J Saudi Soc Agric Sci. 2024;23:130–41. 
https://​doi.​org/​10.​1016/j.​jssas.​2023.​10.​002.

Suzuki Y, Widiarta N, Raga N, Nasu S, Hibino H. Virulent strain of rice 
grassy stunt virus (GSV) identified in Indonesia. Int Rice Res Newsl. 
1988;13:24–5.

Suzuki Y, Astika IGN, Widrawan IKR, Gede IGN, Raga IN, Soeroto. Rice tungro 
disease transmitted by the Green Leafhopper: its epidemiology and 
forecasting technology. Jpn Agric Res q. 1992;26:98–104.

Thompson JR, Dasgupta I, Fuchs M, Iwanami T, Karasev AV, Petrzik K, et al. ICTV 
virus taxonomy profile: secoviridae. J Gen Virol. 2017;98:529–31. https://​
doi.​org/​10.​1099/​jgv.0.​000779.

Thorburn C. The rise and demise of integrated pest management in rice in 
Indonesia. InSects. 2015;6:381–408. https://​doi.​org/​10.​3390/​insec​ts602​
0381.

Toriyama S, Kimishima T, Shimizu T, Takahashi M, Minaka N, Akutsu K. The 
complete nucleotide sequence of the rice grassy stunt virus genome 
and genomic comparisons with viruses of the genus Tenuivirus. J Gen 
Virol. 1998;79:2051–8. https://​doi.​org/​10.​1099/​0022-​1317-​79-8-​2051.

Tyagi H, Rajasubramaniam S, Rajam MV, Dasgupta I. RNA-interference in 
rice against rice tungro bacilliform virus results in its decreased 
accumulation in inoculated rice plants. Transgenic Res. 2008;17:897–
904. https://​doi.​org/​10.​1007/​s11248-​008-​9174-7.

Upadhyaya NM, Yang M, Kositratana W, Ghosh A, Waterhouse PM. Molecular 
analysis of rice ragged stunt oryzavirus segment 9 and sequence 
conservation among isolates from Thailand and India. Arch Virol. 
1995;140:1945–56. https://​doi.​org/​10.​1007/​BF013​22684.

Upadhyaya NM, Zinkowsky E, Li Z, Kositratana W, Waterhouse PM. The 
M(r) 43K major capsid protein of rice ragged stunt oryzavirus is a 
post-translationally processed product of a M(r) 67,348 polypeptide 
encoded by genome segment 8. Arch Virol. 1996;141:1689–701. https://​
doi.​org/​10.​1007/​BF017​18292.

Verma V, Dasgupta I. Sequence analysis of the complete genomes of two Rice 
tungro spherical virus isolates from India. Arch Virol. 2007;152:645–8. 
https://​doi.​org/​10.​1007/​s00705-​006-​0861-5.

Wang W, Ma S, Hu P, Ji Y, Sun F. Genome editing of rice eIF4G loci confers 
partial resistance to rice black-streaked dwarf virus. Viruses. 
2021;13:2100. https://​doi.​org/​10.​3390/​v1310​2100.

Wang P, Liu J, Lyu Y, Huang Z, Zhang X, Sun B, et al. A review of vector-borne 
rice viruses. Viruses. 2022;14:2258. https://​doi.​org/​10.​3390/​v1410​2258.

Widiarta IN. Integrated control strategy for tungro disease based on vector 
population dynamics, pathology and virus epidemiology. J Penelit Dan 
Pengemb Pertan. 2014;33:61–8.

Widiarta IN. Information tecnology based decision support system for 
integrated pest management on rice. J Penelit Dan Pengemb Pertan. 
2021;40:9–20. https://​doi.​org/​10.​21082/​jp3.​v40n1.​2021.​p9-​20.

Widiarta IN, Suzuki Y, Sawada H, Nakasuji F. Population dynamics of the green 
leafhopper, Nephotettix virescens Distant (Hemiptera: Cicadellidae) in 
synchronized and staggered transplanting areas of paddy fileds in 
Indonesia. Popul Ecol. 1990;32:319–28. https://​doi.​org/​10.​1007/​BF025​
12566.

Widiarta IN, Ikeda T, Fujisaki K, Nakasuji F. Comparison of dispersal ability 
between the green leafhoppers, Nephotettix virescens and N. cincticeps 
(hemiptera: Cicadellidae) by tethered flight. Popul Ecol. 1993;35:23–9. 
https://​doi.​org/​10.​1007/​BF025​15642.

Yan J, Kudo H, Uyeda I, Lee S-Y, Shikata E. Conserved terminal sequences of rice 
ragged stunt virus genomic RNA. J Gen Virol. 1992;73:785–9. https://​doi.​
org/​10.​1099/​0022-​1317-​73-4-​785.

Yuan X, Xu K, Yan F, Liu Z, Spetz C, Zhou H, et al. CRISPR/Cas9-mediated 
resistance to Wheat dwarf virus in Hexaploid Wheat (Triticum aestivum 
L.). Viruses. 2024;16:1382. https://​doi.​org/​10.​3390/​v1609​1382.

Zhao Y, Yang X, Zhou G, Zhang T. Engineering plant virus resistance: from RNA 
silencing to genome editing strategies. Plant Biotechnol J. 2020;18:328–
36. https://​doi.​org/​10.​1111/​pbi.​13278.

Zhu Y, Chen H, Fan J, Wang Y, Li Y, Chen J, et al. Genetic diversity and disease 
control in rice. Nature. 2000;406(6797):718–22. https://​doi.​org/​10.​1038/​
35021​046.

https://doi.org/10.1088/1755-1315/1172/1/012022
https://doi.org/10.1088/1755-1315/1172/1/012022
https://doi.org/10.1007/978-94-017-9535-7_2
https://doi.org/10.1016/j.jssas.2023.10.002
https://doi.org/10.1099/jgv.0.000779
https://doi.org/10.1099/jgv.0.000779
https://doi.org/10.3390/insects6020381
https://doi.org/10.3390/insects6020381
https://doi.org/10.1099/0022-1317-79-8-2051
https://doi.org/10.1007/s11248-008-9174-7
https://doi.org/10.1007/BF01322684
https://doi.org/10.1007/BF01718292
https://doi.org/10.1007/BF01718292
https://doi.org/10.1007/s00705-006-0861-5
https://doi.org/10.3390/v13102100
https://doi.org/10.3390/v14102258
https://doi.org/10.21082/jp3.v40n1.2021.p9-20
https://doi.org/10.1007/BF02512566
https://doi.org/10.1007/BF02512566
https://doi.org/10.1007/BF02515642
https://doi.org/10.1099/0022-1317-73-4-785
https://doi.org/10.1099/0022-1317-73-4-785
https://doi.org/10.3390/v16091382
https://doi.org/10.1111/pbi.13278
https://doi.org/10.1038/35021046
https://doi.org/10.1038/35021046

	Rice virus disease in Indonesia: epidemiology and varietal resistance
	Abstract 
	Background
	Epidemiology of rice virus diseases in Indonesia
	Rice tungro disease
	Rice dwarf virus diseases
	Other rice viral diseases

	Varietal resistance to viral diseases
	Varietal resistance to vectors of virus diseases
	Development of virus-resistant rice varieties in Indonesia
	Potential use of genome editing in developing virus-resistant rice varieties
	Conclusion and future perspectives
	Acknowledgements
	References


