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The brown planthopper (Nilaparvata lugens (Stål); BPH) is a serious pest of rice (Oryza sativa L.). Host
plant resistance is an effective means of controlling it; at least 46 BPH resistance genes have been identified.
However, BPH can overcome resistance genes, so we need to detect more genes. To find new BPH resistance
genes in Oryza rufipogon, we analysed quantitative trait loci (QTLs) associated with BPH resistance. Using
161 backcross recombinant inbred lines derived from O. rufipogon accession W0630, we identified eight loci
associated with resistance. qBPH5 and qBPH6, on chromosomes 5 and 6, were validated in F2 and F2:3 popu‐
lations derived from crosses between O. sativa japonica variety ‘Nipponbare’ and the inbred lines. BPH
resistance of a line carrying both QTLs was higher than that of lines carrying just one. Pyramiding improved
resistance and can be used in breeding BPH-resistant rice.
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Introduction

Rice (Oryza sativa L.) is an important crop for more than
half of the world’s population. However, rice cultivation
is compromised by the brown planthopper (BPH),
Nilaparvata lugens (Stål), a serious insect pest, which feeds
directly on the plant, reducing its grain yield. Under high
pest density, damage can lead to a condition known as
“hopperburn”. The insects also transmit Rice grassy stunt
virus (RGSV) and Rice ragged stunt virus (RRSV), which
can further reduce yield (Cabauatan et al. 2009). BPH di‐
rectly caused the loss of 2.7 million tonnes of rice in China,
and BPH-transmitted viruses (mainly RGSV and RRSV)
reduced Vietnam’s yield by 0.4 million tonnes from 2005 to
2008 (Brar et al. 2009, Hu et al. 2016). In western and
southwestern Japan, economic losses of 10.5 × 109 JPY in
rice production were reported in 2013, with similar losses
occurring again in 2019 (Sanada-Morimura 2020). BPH
is controlled primarily by chemical pesticides, but this
approach is both economically and environmentally un‐
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sustainable. In addition, insecticides eliminate its natural
predators, and the overuse of pesticides disrupts the ecolog‐
ical balance, resulting in the resurgence of more virulent
BPH populations (Tanaka et al. 2000). Therefore, the use of
host plant resistance offers a more economically and envi‐
ronmentally sustainable strategy for managing this pest ef‐
fectively.

At least 46 genes associated with BPH resistance (desig‐
nated BPH1 to BPH46) have been identified and mapped in
cultivated and wild rice (Fujita et al. 2013, Li et al. 2024,
Yan et al. 2023). More than half of these genes originated
from wild rice, suggesting a rich genetic diversity and po‐
tential for harbouring novel alleles (Brar and Khush 1997).

However, over the years, BPH has monogenic resistant
cultivars within a few generations (Tanaka and Matsumura
2000). In 1973, IR26 was released as the first cultivar with
BPH1 resistance and reduced BPH damage for 3 years until
it was overcome in 1976 (Khush and Virk 2005). Subse‐
quently, cultivars carrying BPH2 were widely grown, but
a more virulent BPH population then adapted to it
(Kobayashi 2016). Cultivars carrying BPH5, BPH7, BPH8,
BPH9, BPH10, and BPH18 were also overcome by BPH
populations across Asia (Horgan et al. 2015). More re‐
cently, BPH20, BPH21, BPH25, BPH26, and BPH32 have
become less effective (Fujii et al. 2021, Myint et al. 2012,
Nguyen et al. 2019). These facts indicate the vulnerability
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of single BPH resistance genes to BPH. Therefore, it is nec‐
essary to detect new resistance genes.

Cultivated rice (O. sativa) was domesticated from
O. rufipogon. This makes O. rufipogon a good, accessible,
compatible wild genetic resource for the improvement of
rice (Thanh et al. 2011). More BPH resistance genes has
been reported from O. rufipogon than other wild rice
species, including O. officinalis, O. nivara, O. minuta,
O. australiensis, O. eichingeri, and O. latifolia (Huang
et al. 2013, Li et al. 2019, Wang et al. 2022, Yan et al.
2023, Yang et al. 2020, Zhang et al. 2020). Here, we evalu‐
ated BPH resistance among seven O. rufipogon accessions
and found strong resistance in accession W0630, from
Myanmar, to a highly virulent BPH population. To reveal
the genetic basis of BPH resistance in W0630, we per‐
formed QTL analysis using a set of backcross recombinant
inbred lines derived from W0630 in the ‘Nipponbare’ ge‐
netic background. We validated and characterized QTLs
through progeny testing. The findings will be useful in
breeding rice cultivars with resistance to BPH by marker-
assisted selection (MAS).

Materials and Methods

Plant materials
We screened seven O. rufipogon accessions for BPH

resistance: W1866 from Thailand, W0630 and W0610 from
Myanmar, W0137 and W0107 from India, W1230 from
Indonesia, and W1294 from the Philippines. Seeds were
provided by the National Institute of Genetics, Japan. To
identify QTLs, we used a set of 161 backcross recombinant
inbred lines (BRILs) at BC2F8 derived from a cross be‐
tween O. sativa japonica variety ‘Nipponbare’ and W0630
(with an annual growth habit) (Thanh et al. 2011) (Supple‐
mental Fig. 1). The BRILs and the parents were provided
by the Laboratory of Plant Breeding, Kobe University,
Japan. To confirm QTLs in the BRILs, we used F2 popula‐
tions derived from lines with the least amount of W0630
segments and high BPH resistance. We crossed BRIL16
(with qBPH1, qBPH6, qBPH9, and qBPH11), BRIL29
(with qBPH2 and qBPH5) and BRIL176 (with qBPH12.1
and qBPH12.2) (Supplemental Fig. 2) with ‘Nipponbare’
to create F1 plants. We genotyped F2 populations of each
cross and evaluated F2:3 populations for BPH resistance.

To evaluate the effects of qBPH5, qBPH6, and their
combination, three lines were selected. A line carrying
qBPH5 was selected from the F3 population derived from
BRIL29 × ‘Nipponbare’ and a line carrying qBPH6 was
selected from the F3 population derived from
BRIL16 × ‘Nipponbare’. A line carrying both qBPH5 and
qBPH6 was directly selected among the 161 BRILs. All
three lines relatively had high MSST damage scores and
minimal background segments from W0630, allowing for
focused evaluation of the QTL effects. The lines carrying
QTLs were selected using SSR markers flanking the QTL
regions.

DNA extraction and genotyping
Total DNA from BRILs and F2 populations was ex‐

tracted by the potassium acetate method (Dellaporta et al.
1983). The 161 BRILs were genotyped using 180 SSR
markers as described by Thanh et al. (2011). We genotyped
150 F2 plants of each population with SSR markers poly‐
morphic between the parents (McCouch et al. 2002,
Temnykh et al. 2001). Polymerase chain reaction (PCR)
was performed to determine the genotypes of F2 plants with
SSR markers. The PCR amplification mixture (8 μL) con‐
sisted of 3 μL of 2X GoTaq Green Master Mix (pH 8.5),
1 μL of 0.25 μM primers, and 4 μL of 1:20-diluted DNA
sample. The PCR protocol comprised initial denaturation at
96°C for 5 min; 35 cycles of 96°C for 30 s, 55°C for 30 s,
and 72°C for 30 s; and a final extension at 25°C for 1 min.
The PCR products were electrophoresed in 4% agarose gel,
stained with ethidium bromide in 0.5 × TBE buffer for 1 h,
and visualized under ultraviolet light.

BPH populations for resistance evaluation
We evaluated BPH resistance with two BPH populations,

Hadano-1966 and Koshi-2013. Hadano-1966 (collected
from Hadano City, Kanagawa Prefecture, Japan, in 1966)
was captured before any BPH resistance genes were re‐
leased and has weak virulence. Koshi-2013 (collected from
Koshi City, Kumamoto Prefecture, Japan, in 2013) over‐
came BPH1 and BPH2 (Fujii et al. 2021). Both populations
were maintained on the susceptible japonica ‘Reiho’ at
25°C under 16-h light / 8-h dark at the National Agriculture
and Food Research Organization. Both have been trans‐
ferred to Saga University and maintained on ‘Taichung 65’
(T65) for use in our experiments at Saga University under
the same conditions. We used T65 because it is commonly
used in our lab as susceptible check variety in BPH resis‐
tance studies, rearing on T65 helping maintain consistency
in the resistance evaluation.

Modified seedbox screening test
To evaluate BPH resistance in BRILs and F2:3 popula‐

tions, we used the Hadano-1966 BPH population in a modi‐
fied seedbox screening test (MSST) (Horgan et al. 2015)
at 25°C. In a plastic tray measuring 23.0 cm × 30.0 cm ×
2.5 cm, we sowed 25 seeds of each line in a single row with
three rows of ‘Nipponbare’ and one row of the resistant
donor parent (2.5 cm between rows), with row positions
randomized. At 7 days after sowing, plants were thinned to
20 per row and infested with second and third instar
nymphs at the rate of 20 nymphs per plant. When all sus‐
ceptible parents had died, the damage score of plants was
determined according to the standard evaluation scoring
system for rice (IRRI 2014).

Antibiosis test
We performed antibiosis tests (described by Tanaka

2000) to investigate for BPH resistance among the wild rice
accessions. Seven O. rufipogon accessions and control lines

BS Breeding Science
Preview Nguyen, Ishii, Sanada-Morimura, Zheng and Fujita

2



were independently sown in 215-mL plastic cups with five
replications. Thirty-day-old plants were covered with a
transparent plastic cup and infested with 5 thin-abdomen
brachypterous female BPHs. At 5 days after infestation
(DAI), the percentage of dead BPH was calculated and
used as adult mortality.

Antixenosis test
One plant each of a line with chromosomal segments of

W0630 covering the QTLs and ‘Nipponbare’ were planted
together in a 215-mL plastic cup with 5 replications. At
30 days of age, the plants were enclosed in plastic tubes
equipped with ventilators. Inside each tube, we released
20 second instar nymphs. In this paired design, BPH
could freely choose between the two plants, allowing the
evaluation of settling preference. In addition, a separate
cup with W0630 and ‘Nipponbare’ was used as a resistant–
susceptible control. The number of insects settled on each
plant was recorded daily until 5 DAI. The percentage of
insects that settled on each plant determined the level of
antixenosis (Nguyen et al. 2021).

QTL analysis
We performed QTL analysis of BRILs and F2 popula‐

tions using their genotypic and phenotypic data. In
Windows QTL Cartographer v. 2.5 software, QTLs were
estimated by single-marker analysis, interval mapping
(IM), and composite interval mapping (CIM) methods
(Wang et al. 2012). The optimal logarithm of odds (LOD)
threshold was used to determine the presence of QTLs at
threshold values of 2.5 for BRILs, 2.6 for BRIL16/
‘Nipponbare’ F2, and 2.1 for BRIL29/‘Nipponbare’ F2. The
percentage of phenotypic variance explained (PVE) by the
QTLs and the additive effect were estimated by the soft‐
ware.

Statistical analysis
The mean values of BPH resistance of lines carrying

QTLs were compared by one-way ANOVA. Dunnett’s test

and Tukey–Kramer analysis were used for multiple com‐
parisons of damage score, adult mortality, and antixenosis
levels of lines carrying QTLs in R v. 4.3.2 software.

Results

QTL detection for BPH resistance using BRILs
We screened seven accessions of O. rufipogon for BPH

resistance. W0630 and W1866 had strong resistance to
Koshi-2013 in the antibiosis test (Fig. 1). The MSST dam‐
age score of W0630 was 3.75, while that of the susceptible
‘Nipponbare’ was 9.0 (Fig. 2). To identify the genetic basis
of BPH resistance in W0630, we evaluated the 161 BRILs
derived from W0630 by MSST. The damage scores ranged
from 2 to 9, with a continuous frequency distribution, sug‐
gesting that BPH resistance in W0630 is controlled by mul‐
tiple loci (Fig. 2). Single-marker analysis identified eight
QTLs for BPH resistance across seven chromosomes:
qBPH1 (linked to marker RM243 at 7.97 Mb) on chromo‐
some (chr.) 1, qBPH2 (RM263 at 25.89 Mb) on chr. 2,

Fig. 2. Frequency distribution of damage score in modified seedbox
screening test (MSST) in ‘Nipponbare’ × W0630 BRILs infested by
Hadano-1966. Bars indicate means in parents with standard deviation.

Fig. 1. Adult mortality (%) of brown planthopper (BPH) on seven O. rufipogon accessions, ‘Rathu Heenati’ (resistant) and ‘Taichung 65’
(T65) (susceptible) infested by Koshi-2013 at 5 days after infestation. Bars with the same letter are not significantly different at P < 0.05 by
Tukey–Kramer test.
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qBPH5 (RM122 at 0.28 Mb) on chr. 5, qBPH6 (RM587 at
2.29 Mb) on chr. 6, qBPH9 (RM410 at 17.59 Mb) on chr. 9,
qBPH11 (RM167 at 4.06 Mb) on chr. 11, qBPH12.1
(RM247 at 3.19 Mb) on chr. 12, and qBPH12.2 (RM309 at
21.52 Mb) on chr. 12. The W0630 alleles at all QTLs in‐
creased BPH resistance (Table 1). Interval mapping identi‐
fied six of these QTLs (except qBPH5 and qBPH11), and
uniquely identified qBPH6 (PVE = 8.2%) and qBPH9
(15.6%); and both IM and CIM detected the other four:
qBPH1 (PVE = 19.8%, IM; 7.3%, CIM) on chr. 1, qBPH2
(PVE = 13.1%, IM; 9.4%, CIM) on chr. 2, qBPH12.1
(PVE = 11.3%, IM; 8.4%, CIM) on the short arm of chr. 12,
and qBPH12.1 (PVE = 7.7%, IM; 5.9%, CIM) on the long
arm of chr. 12 (Table 2). Although the peak LOD positions
of qBPH2 identified by IM and CIM were slightly differ‐
ent, the regions with LOD scores above the threshold over‐
lapped broadly (IM: 20.41–29.59 Mb; CIM: 24.04–
29.59 Mb), indicating that both models detected the same
QTL region. The W0630 alleles at all detected QTLs re‐
duced the damage score and increased BPH resistance.

QTL confirmation for BPH resistance in F2 and F2:3 pop‐
ulations

To confirm QTLs for BPH resistance, we conducted
QTL analysis of the F2:3 population derived from ‘Nippon‐
bare’ × BRILs containing the W0630 chromosomal seg‐
ment with the detected QTL regions (BRIL16, BRIL29,

and BRIL176). Those lines were selected based on their
low damage score in MSST compared to other BRILs in
Fig. 2 (BRIL16 = 4, BRIL29 = 4, and BRIL176 = 5). The
damage score of BRIL16 was 5.5, that of ‘Nipponbare’ was
9.0 and those of the F2:3 population ranged from 4 to 9
(Fig. 3A). We detected two QTLs for BPH resistance:
qBPH1 (between RM23 and RM5638) on chr. 1 and
qBPH6 (between RM589 and RM204) on chr. 6; both
W0630 alleles increased BPH resistance (Table 3). Single-
marker analysis showed that BRIL16 has chromosomal
segments from W0630 with qBPH1, qBPH6, qBPH9, and
qBPH11 (Supplemental Fig. 2), but CIM confirmed only
qBPH1 and qBPH6.

The damage score of BRIL29 was 4.8, that of ‘Nippon‐
bare’ was 8.2, and those of the F2:3 population ranged from
5 to 9 (Fig. 3B). QTL analysis identified a single QTL,
qBPH5, between RM7029 and RM1024 on chr. 5
(PVE = 11.74%); the W0630 allele increased BPH resis‐
tance (Table 4). Single-marker analysis showed that
BRIL29 has chromosomal segments from W0630 with
qBPH2 and qBPH5 (Supplemental Fig. 2); IM confirmed
only qBPH5. The damage score of BRIL176 was 6.0, that
of ‘Nipponbare’ was 9.0, and those of the F2:3 population
ranged from 4 to 9 (Supplemental Fig. 3). Single-marker
analysis showed that BRIL176 has chromosomal segments
from W0630 with qBPH12.1 and qBPH12.2 (Supplemen‐
tal Fig. 2). However, we did not detect any QTLs.

Table 1. QTLs for BPH resistance detected in the backcross recombinant inbred lines between O. sativa ‘Nipponbare’ and O. rufipogon
W0630 by single-marker analysis

QTL Chr. Marker Physical location
(Mb) F-value P-value PVE (%) Additive effecta

qBPH1 1 RM243 7.97 15.08 0.000 8.66 –1.51
qBPH2 2 RM263 25.89 14.45 0.000 7.66 –0.61
qBPH5 5 RM122 0.28 6.51 0.012 3.93 –0.43
qBPH6 6 RM587 2.29 11.29 0.001 7.82 –0.63
qBPH9 9 RM410 17.59 11.71 0.001 6.77 –0.64
qBPH11 11 RM167 4.06 5.63 0.019 3.42 –0.37
qBPH12.1 12 RM247 3.19 18.59 0.000 10.47 –1.03
qBPH12.2 12 RM309 21.52 12.03 0.001 6.35 –0.64

a Additive effect indicates the effect of the allele from O. rufipogon W0630.

Table 2. QTLs for BPH resistance detected in the backcross recombinant inbred lines between O. sativa ‘Nipponbare’ and O. rufipogon
W0630 by interval mapping and composite interval mapping

QTL Chr.
Interval mapping Composite interval mapping

Marker interval
Physical loca‐

tion (Mb)
LOD
score

PVE
(%)

Additive
effecta Marker interval

Physical loca‐
tion (Mb)

LOD
score

PVE
(%)

Additive
effecta

qBPH1 1 RM243–RM35 7.90–8.41 3.8 19.8 –2.30 RM35–RM580 8.41–9.61 3.9 7.3 –1.40
qBPH2 2 RM221–RM6 27.62–29.59 3.2 13.1 –0.69 RM3515–RM263 24.04–25.89 4.6 9.4 –0.64
qBPH6 6 RM587–RM204 2.29–3.17 2.6 8.2 –0.69 – – – – –
qBPH9 9 RM566–RM7427 14.65–16.53 3.2 15.6 –1.16 – – – – –
qBPH12.1 12 RM247–RM7619 3.19–4.83 4.0 11.3 –1.04 RM247–RM7619 3.19–4.83 4.4 8.4 –0.96
qBPH12.2 12 RM309–RM463 21.52–22.16 2.6 7.7 –0.65 RM309–RM463 21.52–22.16 2.8 5.9 –0.58

a Additive effect indicates the effect of the allele from O. rufipogon W0630.

BS Breeding Science
Preview Nguyen, Ishii, Sanada-Morimura, Zheng and Fujita

4



Characterization of QTLs for BPH resistance
To evaluate the resistance conferred by and the effect of

the identified QTLs, we conducted MSST using the
Hadano-1966 BPH population. The damage scores of lines

Fig. 3. Frequency distribution of damage score in modified seedbox
screening test (MSST) in the (A) BRIL16 × ‘Nipponbare’ and (B)
BRIL29 × ‘Nipponbare’ F2:3 populations infested by Hadano-1966.
Bars indicate means in parents with standard deviation.

carrying qBPH5 and qBPH6 were 7.2 and 6.0, respectively,
while that of a line carrying both QTLs was 4.5, signifi‐
cantly lower than that of either alone and nearly equivalent
to that of W0630 (4.0). These damage scores were signifi‐
cantly lower than that of the susceptible ‘Nipponbare’ (8.8)
(Fig. 4A). In the antixenosis test, 39% of BPH settled on
the line carrying qBPH5, significantly less than the 50% on
‘Nipponbare’; 40% settled on the line carrying qBPH6, sig‐
nificantly less than the 51% on ‘Nipponbare’; and 47% set‐
tled on the line carrying qBPH5 and qBPH6, similar to the
44% on ‘Nipponbare’; 15% settled on W0630, significantly
less than the 68% on ‘Nipponbare’ (Fig. 4B).

Discussion

At least 46 BPH resistance genes have been identified
(Fujita et al. 2013, Li et al. 2024, Yan et al. 2023). Here,
we identified several QTLs associated with BPH resistance
on chrs. 1, 2, 5, 6, 9, 11, and 12 by using BRILs (Tables 1,
2), and validated qBPH5 and qBPH6 in F2 populations.
Several BPH resistance genes have been identified on the
short arm of chr. 6: BPH3 in ‘Rathu Heenati’ (Jairin et al.
2007), BPH4 in ‘Babawee’ (Kawaguchi et al. 2001),
BPH25 in ‘ADR52’ (genetically distinct from BPH3 and
BPH4) (Myint et al. 2012), BPH29 in ‘RBPH54’, an intro‐
gression line derived from O. rufipogon (Wang et al. 2015),
and BPH32 in Ptb33 (Ren et al. 2016). In the same region
we identified qBPH6 between RM589 (1.38 Mb) and
RM204 (3.17 Mb) (Table 3). This region overlaps with
BPH4 (RM589–RM586, 1.38–1.48 Mb) and BPH25
(S00310–RM8101, 0.21–1.7 Mb). qBPH6 also partially
overlaps with BPH3 (RM3132–RM589, 0.79–1.38 Mb) and
is located adjacent to BPH32 (cloned at 1.2 Mb) and
BPH29 (cloned at 0.47 Mb). Therefore, qBPH6 may corre‐
spond to BPH3, BPH4, BPH25, BPH29, or BPH32. Fine
mapping is necessary to determine the exact location of
qBPH6 and to clarify its allelic relationship with known
BPH resistance genes.

BPH resistance genes have so far been identified on chrs.
1, 3, 4, 6, 7, 8, 9, 10, 11, and 12 across different genetic re‐

Table 3. QTLs for BPH resistance detected in the F2 population between BRIL16 and O. sativa ‘Nipponbare’ by composite interval mapping

QTLs Chr. Marker Physical location
(Mb) LOD score Phenotypic

variance (%) Additive effecta Dominant effecta

qBPH1 1 RM23–RM5638 10.71–20.93 3.7 12.8 –0.52 –0.59
qBPH6 6 RM589–RM204 1.38–3.17 5.5 17.2 –0.72 0.21

a Negative effect indicates the effect of the allele from O. rufipogon W0630.

Table 4. QTLs for BPH resistance detected in the F2 population between BRIL29 and O. sativa ‘Nipponbare’ by interval mapping

QTL Chr. Marker Physical location
(Mb) LOD score Phenotypic

variance (%) Additive effecta Dominant effecta

qBPH5 5 RM7029–RM1024 0.54–1.17 3.68 11.74 –0.54 0.03
a Negative effect indicates the effect of the allele from O. rufipogon W0630.
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sources (Yan et al. 2023). Here, we detected qBPH5 be‐
tween markers RM7029 (0.54 Mb) and RM1024 (1.17 Mb)
on the short arm of chr. 5. This region has not been previ‐
ously reported to contain any BPH resistance genes, so
qBPH5 is a new QTL. Further study such as fine mapping
and functional validation will be essential to confirm the
exact location and identify the resistance gene(s) at qBPH5.

The remaining QTLs—qBPH2, qBPH9, qBPH11,
qBPH12.1, and qBPH12.2—could not be confirmed in the
F2 populations. We attribute this failure of validation to
segregation distortion and weak phenotypic effects. Segre‐
gation distortion, whereby allele frequencies deviate from
expected Mendelian ratios, can interfere with linkage map
accuracy and reduce QTL detection power, especially when
tightly linked to a QTL (Zhang et al. 2010). In our BRILs,
the segregation ratio varied among SSR markers. Chi-
squared tests of markers identified as linked to QTLs

Fig. 4. Effects of qBPH5, qBPH6, and their pyramiding on (A)
damage score in modified seedbox screening test (MSST) and (B)
antixenosis test using Hadano-1966 BPH population. Bars indicate
standard deviation. (A) Bars with the same letter are not significantly
different between genotypes by Tukey–Kramer multiple comparison
test (P < 0.05). (B) Asterisks indicate significant difference between
the indicated line and ‘Nipponbare’: *P < 0.05, ***P < 0.001 by t-test.

through single-marker analysis (Table 1) showed that chi-
squared values of three markers—RM243, linked to qBPH1
(χ2 = 16.42), RM410, linked to qBPH9 (χ2 = 5.28), and
RM247, linked to qBPH12.1 (χ2 = 8.18)—were >3.84 (criti‐
cal value with df = 1, α = 0.05), indicating segregation dis‐
tortion, so these QTLs might be false positives.

qBPH2, qBPH11, and qBPH12.2 could not be detected
in F2 populations through QTL analysis, presumably owing
to their minor effect in MSST. In addition, the masking ef‐
fect of major genes on QTLs with minor effects is common
in complex traits in rice, such as in resistance- and yield-
related traits (Yu et al. 2003). The minor effects of qBPH2
and qBPH11 are likely masked by the presence of the
larger-effect QTLs qBPH5 and qBPH6, respectively. Con‐
sequently, our inability to validate qBPH2, qBPH9,
qBPH11, qBPH12.1, and qBPH12.2 in the F2 populations
can be attributed to segregation distortion and their weak
phenotypic effects. Confirming these QTLs will require
greater population sizes and advanced mapping populations
such as near-isogenic lines.

Several studies have shown that highly resistant rice cul‐
tivars often carry a combination of minor QTLs in addition
to one or more major resistance genes. Such combinations
can contribute to more durable resistance (Hu et al. 2016).
For instance, the Sri Lankan ‘Rathu Heenati’ carries two
major genes, BPH3 and BPH17, and several minor QTLs
on chrs. 2, 3, 4, 6, and 10, and has strong resistance to all
four BPH biotypes present in South-East Asia since the
1970s (Jairin et al. 2007, Sun et al. 2005). In our study,
W0630 showed strong resistance to the current highly viru‐
lent population Koshi-2013 (Fig. 1). However, despite the
identification of both qBPH5 and qBPH6 in W0630, the
pyramided line carrying both QTLs did not achieve the
same level of resistance as the donor parent. Lines carrying
a single QTL had reduced damage scores and BPH settling
percentages. Although the line carrying both QTLs had
stronger resistance by MSST than either line carrying one
QTL, its antixenosis resistance was not as strong as that of
W0630 (Fig. 4), so additional minor QTLs may contribute
to the robust resistance of W0630.

In the antixenosis test, the pyramided line
(qBPH5 + qBPH6) did not show a clear difference from
‘Nipponbare’ (Fig. 4B). In several studies, gene behavior
can fluctuate across different genetic backgrounds, as
demonstrated in multiple studies, potentially affecting
resistance expression (Marcel et al. 2008, Palloix et al.
2009, Sun et al. 2006). In our study, the pyramided line was
selected from among the BRILs, it contains other W0630
segments in addition to the QTL regions. Those W0630
segments could interact with the ‘Nipponbare’ genetic
background and might result in the susceptibility or vari‐
ability in antixenosis of the pyramided line. For future stud‐
ies, advanced pyramided lines carrying only the target QTL
regions with minimal donor background could improve the
accuracy in evaluating the effect of the pyramided line.

qBPH1, qBPH5, and qBPH6 contribute to BPH resis‐
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tance, and the pyramiding of qBPH5 and qBPH6 enhances
resistance. Further investigation is needed to identify the
precise locations of these QTLs and to explore their poten‐
tial for use in breeding programs aimed at developing
durable BPH-resistant rice cultivars.

Author Contribution Statement

NHN and DF designed the study. NHN, TI, and DF devel‐
oped the plant materials. SSM provided BPH populations.
SZ supported the research and writing. NHN and DF per‐
formed experiments and wrote this paper.

Acknowledgments

We thank the staff of the Insect Pest Management Research
Group, Kyushu Okinawa Agricultural Research Center,
NARO, for rearing and providing the insect population.
Seeds of W1866, W0630, W0610, W0137, W0107,
W1230, and W1294 were provided by the National Insti‐
tute of Genetics through the National BioResource Project
of MEXT, Japan. This work was supported by JSPS
KAKENHI Grant Number JP24KK0123. We also thank the
Government of Japan for the doctoral fellowship (MEXT)
granted to NHN. This research was part of the dissertation
submitted by the first author in partial fulfilment of a Ph.D.
degree. All authors have contributed to the paper and have
provided consent for its publication.

Literature Cited

Brar, D.S. and G.S. Khush (1997) Alien introgression in rice. Plant
Mol Biol 35: 35–47.

Brar, D.S., P.S. Virk, K.K. Jena and G.S. Khush (2009) Breeding for
resistance to planthoppers in rice. In: Heong, K.L. and B. Hardy
(eds.) Planthoppers: new threats to the sustainability of intensive
rice production systems in Asia, International Rice Research Insti‐
tute, Los Baños, Philippines, pp. 401–428.

Cabauatan, P.Q., R.C. Cabunagan and I.R. Choi (2009) Rice viruses
transmitted by the brown planthopper Nilaparvata lugens Stål. In:
Heong, K.L. and B. Hardy (eds.) Planthoppers: new threats to the
sustainability of intensive rice production systems in Asia, Inter‐
national Rice Research Institute, Los Baños, Philippines, pp. 357–
368.

Dellaporta, S.L., J. Wood and J.B. Hicks (1983) A plant DNA
minipreparation: Version II. Plant Mol Biol Report 1: 19–21.

Fujii, T., K. Yoshida, T. Kobayashi, K.K.M. Myint, H. Yasui, S.
Sanada-Morimura and M. Matsumura (2021) Long-term virulence
monitoring of differential cultivars in Japan’s immigrant popula‐
tions of Nilaparvata lugens (Hemiptera: Delphacidae) in 2001–
2019. Appl Entomol Zool 56: 407–418.

Fujita, D., A. Kohli and F.G. Horgan (2013) Rice resistance to plant‐
hoppers and leafhoppers. CRC Crit Rev Plant Sci 32: 162–191.

Horgan, F.G., A.F. Ramal, J.S. Bentur, R. Kumar, K.V. Bhanu, P.S.
Sarao, E.H. Iswanto, H.V. Chien, M.H. Phyu, C.C. Bernal et al.
(2015) Virulence of brown planthopper (Nilaparvata lugens) pop‐
ulations from South and South East Asia against resistant rice
varieties. Crop Prot 78: 222–231.

Hu, J., C. Xiao and Y. He (2016) Recent progress on the genetics and
molecular breeding of brown planthopper resistance in rice. Rice
(N Y) 9: 30.

Huang, D., Y. Qiu, Y. Zhang, F. Huang, J. Meng, S. Wei, R. Li and
B. Chen (2013) Fine mapping and characterization of BPH27,
a brown planthopper resistance gene from wild rice (Oryza
rufipogon Griff.). Theor Appl Genet 126: 219–229.

International Rice Research Institute (IRRI) (2014) Standard evalu‐
ation system for rice (SES) 5th edn. International Rice Research
Institute, Los Baños, p. 30.

Jairin, J., K. Phengrat, S. Teangdeerith, A. Vanavichit and T. Toojinda
(2007) Mapping of a broad-spectrum brown planthopper resis‐
tance gene, Bph3, on rice chromosome 6. Mol Breed 19: 35–44.

Kawaguchi, M., K. Murata, T. Ishii, S. Takumi, N. Mori and C.
Nakamura (2001) Assignment of a brown planthopper
(Nilaparvata lugens Stål) resistance gene bph4 to the rice chromo‐
some 6. Breed Sci 51: 13–18.

Khush, G.S. and P.S. Virk (2005) IR varieties and their impact.
In: Hardy, B. (ed.) Selection criteria, International Rice Research
Institute, Los Baños, Philippines, pp. 6–15.

Kobayashi, T. (2016) Evolving ideas about genetics underlying insect
virulence to plant resistance in rice-brown planthopper interac‐
tions. J Insect Physiol 84: 32–39.

Li, F., L. Yan, J. Shen, S. Liao, X. Ren, L. Cheng, Y. Li and Y. Qiu
(2024) Fine mapping and breeding application of two brown plant‐
hopper resistance genes derived from landrace rice. PLoS One 19:
e0297945.

Li, Z., Y. Xue, H. Zhou, Y. Li, B. Usman, X. Jiao, X. Wang, F. Liu, B.
Qin, R. Li et al. (2019) High-resolution mapping and breeding ap‐
plication of a novel brown planthopper resistance gene derived
from wild rice (Oryza. rufipogon Griff). Rice (N Y) 12: 41.

Marcel, T.C., B. Gorguet, M.T. Ta, Z. Kohutova, A. Vels and R.E.
Niks (2008) Isolate specificity of quantitative trait loci for partial
resistance of barley to Puccinia hordei confirmed in mapping pop‐
ulations and near-isogenic lines. New Phytol 177: 743–755.

McCouch, S.R., L. Teytelman, Y. Xu, K.B. Lobos, K. Clare, M.
Walton, B. Fu, R. Maghirang, Z. Li, Y. Xing et al. (2002) Devel‐
opment and mapping of 2240 new SSR markers for rice (Oryza
sativa L.). DNA Res 9: 199–207.

Myint, K.K.M., D. Fujita, M. Matsumura, T. Sonoda, A. Yoshimura
and H. Yasui (2012) Mapping and pyramiding of two major genes
for resistance to the brown planthopper (Nilaparvata lugens [Stål])
in the rice cultivar ADR52. Theor Appl Genet 124: 495–504.

Nguyen, C.D., H. Verdeprado, D. Zita, S. Sanada-Morimura, M.
Matsumura, P.S. Virk, D.S. Brar, F.G. Horgan, H. Yasui and D.
Fujita (2019) The development and characterization of near-
isogenic and pyramided lines carrying resistance genes to brown
planthopper with the genetic background of Japonica rice (Oryza
sativa L.). Plants 8: 498.

Nguyen, C.D., S.H. Zheng, S. Sanada-Morimura, M. Matsumura, H.
Yasui and D. Fujita (2021) Substitution mapping and characteriza‐
tion of brown planthopper resistance genes from indica rice vari‐
ety, ‘PTB33’ (Oryza sativa L.). Breed Sci 71: 497–509.

Palloix, A., V. Ayme and B. Moury (2009) Durability of plant major
resistance genes to pathogens depends on the genetic background,
experimental evidence and consequences for breeding strategies.
New Phytol 183: 190–199.

Ren, J., F. Gao, X. Wu, X. Lu, L. Zeng, J. Lv, X. Su, H. Luo and
G. Ren (2016) Bph32, a novel gene encoding an unknown SCR
domain-containing protein, confers resistance against the brown
planthopper in rice. Sci Rep 6: 37645.

QTLs for brown planthopper resistance from Oryza rufipogon
Breeding Science
Preview BS

7



Sanada-Morimura, S. (2020) Main factors affecting outbreak of the
brown planthopper in 2019 in Japan. Plant Protection 74: 231–235
(in Japanese with English summary).

Sun, L., C. Su, C. Wang, H. Zhai and J. Wan (2005) Mapping of a
major resistance gene to the brown planthopper in the rice culti‐
var Rathu Heenati. Breed Sci 55: 391–396.

Sun, L.H., C.M. Wang, C.C. Su, Y.Q. Liu, H.Q. Zhai and J.M. Wan
(2006) Mapping and marker-assisted selection of a brown plant‐
hopper resistance gene bph2 in rice (Oryza sativa L.). Acta
Genetica Sinica 33: 717–723.

Tanaka, K. (2000) A simple method for evaluating the virulence of the
brown planthopper. Int Rice Res Notes 25: 18–19.

Tanaka, K., S. Endo and H. Kazano (2000) Toxicity of insecticides to
predators of rice planthoppers: Spiders, the mirid bug and the
dryinid wasp. Appl Entomol Zool 35: 177–187.

Tanaka, K. and M. Matsumura (2000) Development of virulence to re‐
sistant rice varieties in the brown planthopper, Nilaparvata lugens
(Homoptera: Delphacidae), immigrating into Japan. Appl Entomol
Zool 35: 529–533.

Temnykh, S., G. DeClerck, A. Lukashova, L. Lipovich, S. Cartinhour
and S. McCouch (2001) Computational and experimental analysis
of microsatellites in rice (Oryza sativa L.): Frequency, length vari‐
ation, transposon associations, and genetic marker potential.
Genome Res 11: 1441–1452.

Thanh, P.T., P.D.T. Phan, N. Mori, R. Ishikawa and T. Ishii (2011)
Development of backcross recombinant inbred lines between
Oryza sativa Nipponbare and O. rufipogon and QTL detection on
drought tolerance. Breed Sci 61: 76–79.

Wang, S., C.J. Basten, P. Gaffney and Z.B. Zeng (2012) Windows

QTL Cartographer software version 2.5. Department of Statistics,
North Carolina State University, Raleigh, NC.

Wang, X., Y. Han, Y.X. Zhang, B. Deng, B.Q. Wu, X.Y. Guo, Y.F.
Qin, Y.Y. Fang, F. Liu, B.X. Qin et al. (2022) QTL mapping inte‐
grated with BSA-Seq analysis identifies a novel gene conferring
resistance to brown planthopper from common wild rice (Oryza
rufipogon Griff.). Euphytica 218: 34.

Wang, Y., L. Cao, Y. Zhang, C. Cao, F. Liu, F. Huang, Y. Qiu, R. Li
and X. Luo (2015) Map-based cloning and characterization of
BPH29, a B3 domain-containing recessive gene conferring brown
planthopper resistance in rice. J Exp Bot 66: 6035–6045.

Yan, L., T. Luo, D. Huang, M. Wei, Z. Ma, C. Liu, Y. Qin, X. Zhou, Y.
Lu, R. Li et al. (2023) Recent advances in molecular mechanism
and breeding utilization of brown planthopper resistance genes in
rice: An integrated review. Int J Mol Sci 24: 12061.

Yang, M., J. Lin, L. Cheng, H. Zhou, S. Chen, F. Liu, R. Li and Y. Qiu
(2020) Identification of a novel planthopper resistance gene from
wild rice (Oryza rufipogon Griff.). Crop J 8: 1057–1070.

Yu, Y.C., S. Teng, D.L. Zeng, G.J. Dong, Q. Qian, D.N. Huang and
L.H. Zhu (2003) Analysis of QTLs for resistance to rice bacterial
blight. Chin J Rice Sci 17: 315–318.

Zhang, L., S. Wang, H. Li, Q. Deng, A. Zheng, S. Li, P. Li, Z. Li and
J. Wang (2010) Effects of missing marker and segregation distor‐
tion on QTL mapping in F2 populations. Theor Appl Genet 121:
1071–1082.

Zhang, Y., G. Qin, Q. Ma, M. Wei, X. Yang, Z. Ma, H. Liang, C. Liu,
Z. Li, F. Liu et al. (2020) Identification of major locus Bph35
resistance to brown planthopper in rice. Rice Sci 27: 237–245.

BS Breeding Science
Preview Nguyen, Ishii, Sanada-Morimura, Zheng and Fujita

8


