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Abstract: Dirty panicle disease is one of the most important diseases that can cause yield losses in
rice production. Despite the severity of the disease, the molecular basis of resistance to the pathogen
is poorly understood. Using QTL-seq with an F2 population, we identified three genomic regions on
chromosomes 1, 9, and 10, namely qDP1, qDP9, and qDP10. These regions are significantly associated
with resistance to dirty panicle disease caused by two fungal pathogens, Bioplaris oryzae and Cirvularia
lunata. qDP1 was significantly associated only with resistance to B. oryzae, whereas qDP9 and qDP10
were significantly associated with both B. oryzae and C. lunata. We also developed KASP markers
for each QTL detected and validated them in the F2 population. The markers were able to explain
phenotypic variation in a range of 5.87–15.20%. Twelve potential candidate genes with annotated
functions as resistance-related genes were proposed. These candidate genes include those encoding
RLK, MATE, WAK, NBS-LRR, subtilisin-like protease, and ankyrin repeat proteins. The results of
this study provide insights into the genetic mechanism of dirty panicles in rice and will be useful for
future breeding programs for dirty panicle resistance. This is the first report of QTLs associated with
resistance to dirty panicle disease in rice.

Keywords: Oryza sativa L.; dirty panicle; Cirvularia lunata; Bipolaris oryzae; QTL-seq

1. Introduction

Global climate change is expected to have various impacts on agricultural production
worldwide [1]. Climate change may alter pathogen development and affect host-pathogen
interactions, which may seriously threaten crop production, including rice [2]. Plant
diseases are critical biotic stresses that could threaten the stability of rice production
worldwide [3]. Dirty panicle disease is currently one of the most serious rice diseases in
many rice-growing countries because the pathogens can directly infect the panicle and
seeds, resulting in yield losses and affecting seed germination and seedling growth [4,5].
Other studies also reported that the pathogens usually infect the rice plants before and
after harvest and consequently cause a reduction in rice yield and seed quality, such as
germination rate [6]. Dirty panicle disease was found to cause yield losses of up to 60%
in susceptible rice varieties [4,7]. Therefore, an important focus is developing an effective
disease control approach.
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Dirty panicle disease is a complex disease caused by several phytopathogenic fungi,
including Curvularia lunata, Cercospora oryzae, Bipolaris oryzae, Fusarium semitectum, Trichoco-
nis padwickii, and Sarocladium oryzae [8,9]. Most pathogens are seed-borne, but some can
spread by wind and are considered epidemic diseases [10]. Symptoms of the disease vary
depending on the environment and pathogen, such as black discoloration, dark brown
spots, light to dark brown punctate spots, and light brown discoloration in the seed coat,
endosperm, and embryo of infected seeds [10]. Dirty panicle disease was reported in rice
and other tree plants, like coconuts. These were associated with the fungal pathogens Al-
ternaria burnsii, Fusarium clavum, and Fusarium tricinctum. Symptoms include small brown
to dark brown spots and discoloration of male flowers [11].

Various approaches have been recommended to control rice dirty panicle disease, in-
cluding the use of fungicides, biological control agents, and plant extracts [12–15]. Farmers
often tend to grow high-quality rice varieties with higher production, but most are highly
susceptible to the disease. Disease control by spraying with fungicidal chemicals is still
the most common method used by farmers. However, the continuous use of chemicals
leads to undesirable effects such as fungicide resistance in pathogen populations, residues,
and side effects for users, consumers, and the environment [16]. Therefore, using resistant
varieties is an important solution to limit yield losses when the disease occurs. The use of
resistance genes to develop disease-resistant varieties is much more efficient and safer than
pesticides or other chemical control methods [17]. The advantages of using resistance genes
in resistance breeding programs include efficient reduction in pathogen growth, minimal
damage to the host plant, elimination of pesticide use by farmers, and environmental
friendliness [18]. Unfortunately, this approach has not yet been applied to the disease
control of dirty panicles in rice. To achieve this, the molecular background of the resistant
trait must first be explored. To our knowledge, only a few studies are still underway on the
genetic basis of the resistant phenotype to dirty panicle disease in rice.

QTL identification is one of the most important steps in plant breeding, which aims
to find markers closely linked to the QTL that control the desired traits. DNA markers
closely associated with agronomically important genes can be used as molecular tools
or marker-assisted selection (MAS) in plant breeding [19,20]. In addition, the current
technique, called next-generation sequencing (NGS), provides convenient, rapid, and
inexpensive whole-genome sequencing. This technique has discovered many differences
in single nucleotide polymorphisms (SNPs) and insertion/deletion (In/Del) sequences.
Currently, an approach called QTL-seq is widely used to rapidly and accurately determine
a candidate genomic region for target genes or QTLs. This method involves combining
high-throughput whole-genome resequencing and bulk segregant analysis (BSA) in a
segregating population, e.g., recombinant inbred lines (RILs) or F2 [21]. This method
searches for genomic regions that differ in the single nucleotide polymorphism (SNP)
index between two bulk samples with significantly different phenotypes [21]. QTL-seq
has contributed to the rapid identification of genes or QTLs in various crops such as
chickpea [22], barley [23], soybean [24], canola [25], cucumber [26,27], and sesame [28].
This method has also been used to identify genes or QTLs that control resistance to plant
diseases in various crops, such as powdery mildew in cucumber [29], rust and late leaf spot
in peanuts [30], late leaf spots in peanuts [31], and Phytophthora crown spot in squash [32].
In rice, QTL-seq was used to identify the QTL associated with several important phenotypes,
e.g., grain length [33], dwarfism [34], cooked grain elongation [35], various responses to
abiotic stresses [36–38], and resistance to biotic stresses such as bacterial leaf streak [38],
blast [21,39], and brown planthopper [40]. In this study, we identified genomic regions and
candidate genes associated with resistance to panicle disease caused by Bipolaris oryzae and
Curvularia lunata. We have also developed molecular markers for screening resistance to
dirty panicle disease in rice. The results of this study will be useful for breeding programs
to develop resistant cultivars to dirty panicle disease.
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2. Materials and Methods
2.1. Mapping Population and Plant Growth Conditions

A cross between two parents, IR68586-F2-CA-31 (DH103; highly resistant to dirty
panicle disease) and improved-RD47 (susceptible to dirty panicle disease), was made to
generate the F1 population. A total of 600 F2 lines derived from the F1 plants were used
as the mapping population to identify QTLs associated with dirty panicle (DP) disease
resistance using the QTL-seq approach. Each F2 plant was grown in a 10-inch pot filled with
clay from a rice field. All plants were grown for 60 days, then the plantlets (tillers) of each
F2 line were divided into two groups and transplanted into three separate pots for each
group. Each F2 line (three pots per line) was used separately for screening with Cirvularia
lunata and Bipolaris oryzae isolates. Of these, 462 lines were inoculated with Bipolaris oryzae
(isolate NPT0508), and 412 lines were inoculated with Cirvularia lunata (isolate CMI01161).
The experiments were conducted under greenhouse conditions at Kasetsart University,
Kamphaeng Saen, Nakhon Pathom, Thailand, from May to September 2019.

2.2. Inoculum Preparation and Pathogen Inoculation

A virulent isolate of B. oryzae (NPT0508) and a virulent isolate of C. lunata (CMI01161)
were selected to represent the diversity of pathogens [41,42]. The pathogens were provided
by the Department of Plant Pathology, Faculty of Agriculture at Kamphaen Saen, Kasetsart
University, Kamphaeng Saen, Nakhon Pathom, Thailand, courtesy of Associated Professor
Dr. Jintana Unartngam. The inoculum was grown under constant fluorescent light at 28 ◦C
for 14 days on a potato dextrose agar plate (Himedia, Mumbai, India) (Figure S1). A spore
suspension was obtained from the cultures by adding 10 mL of sterilized water to each
plate and gently scraping with a sterilized loop. The spore concentration was adjusted to
1 × 105 spores/mL using a hemocytometer before inoculation. The conidial suspensions of
each isolate were inoculated by spraying five panicles per replication of each F2 line on the
first day after the panicles were fully exserted. The experimental design was a completely
randomized design (CRD). For each F2 line, three replicates were used for both C. lunata
and B. oryzae inoculations.

2.3. Evaluation of Dirty Panicle Disease

Disease severity was assessed 21 days after inoculation. The panicle symptom was
rated on five scales from 1 to 5, where 1 = 1–25% of <0.1 mm black spots on panicle
(resistant), 2 = 25% of >0.1 mm black spots on panicle (moderately resistant), 3 = 50% large
spots on panicle (moderately susceptible), 4 = 50–75% large spots on panicle (susceptible),
and 5 ≥ 75% large spots on panicle (highly susceptible) (Figure S2).

2.4. Construction of Resistance and Susceptible Bulks and Whole Genome Sequencing

For each inoculation, 25 F2 lines with the highest resistance and another 25 lines with
the highest susceptibility to dirty panicle disease were obtained and divided into resistant
and susceptible groups, respectively. Genomic DNA was isolated from the young leaves
of each selected F2 plant using the DNeasy Plant Mini Kit (QIAGEN, Hilden, Germany).
An equal amount (50 ng/mL) of the high-quality genomic DNA of each F2 individual
in each group was pooled to form R-bulk and S-bulk, respectively. The pooled DNA
from the two bulks, along with DNA from the two parents, was sent to the Novogene
Bioinformatics Institute (Beijing, China) for whole-genome sequencing using the Illumina
HiSeq 2500 platform (Illumina, Inc., San Diego, CA, USA).

2.5. QTL-seq Analysis

The QTL-seq pipeline version 2.2.2 (https://github.com/YuSugihara/QTL-seq;
accessed on 1 July 2023) was used for QTL-seq analysis [21,43]. DH103 was used to
generate the parental reference genome to map the reads of the two bulks. The reads
of the R-bulk and S-bulk were aligned to the parental genome to identify DNA variants,
including single nucleotide polymorphisms (SNPs) and insertions/deletions (indels). Only

https://github.com/YuSugihara/QTL-seq
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SNPs at positions in both bulks were used to calculate the SNP index, as previously de-
scribed [21,43,44]. The ∆(SNP index) was then calculated as the difference in the indices
between the two bulks at each position. The confidence intervals of the ∆(SNP index) were
determined using ten thousand permutations. The distribution of the SNP index in each
bulk and the ∆(SNP index) estimated in the genomic interval using a sliding window of
2 Mb in steps of 10 kb were recorded for all rice chromosomes. The positions of SNPs
corresponding to genomic regions associated with resistance to the fungal pathogens were
determined from the sliding window plots, with a confidence cut-off of a p-value of 0.05.

2.6. Candidate Gene Annotation

Candidate genes were annotated for each significant QTL interval based on MSU
Rice Genome Annotation Project Release 7 (http://rice.uga.edu; accessed on 1 July 2023),
and candidate genes with nonsynonymous variations were determined. The effects of the
obtained SNPs were verified using Variant Effect Predictor (VEP: https://plants.ensembl.
org/Oryza_sativa/Tools/VEP; accessed on 1 July 2023).

2.7. KASP Marker Development and Validation

Kompetitive Allele-Specific (KASP) markers were developed based on the selected
SNPs. KASP assays were performed using the LGC Genomics manual (http://www.
lgcgenomics.com, accessed on 1 July 2023). The KASP reaction was performed in a 96-well
format and set up as a 5 µL reaction with 2 µL of DNA template, 0.075 µL of assay mix, and
2.5 µL of master mix. Amplification was started at 94 ◦C for 5 min, followed by 10 cycles at
94 ◦C for 20 s and at 61 ◦C for 60 s (touchdown to 61 ◦C, decreasing by 0.6 ◦C per cycle),
followed by 27 cycles at 94 ◦C for 20 s, 55 ◦C for 30 s, and a rest period at 37 ◦C for 1 min.
After amplification, the fluorescence signals of the final PCR products were read using the
QuantStudio 6 Flex Real-Time PCR System (Thermo Fisher Scientific, Waltham, MA, USA).

2.8. Statistical Analysis

Single-marker analysis was performed with linear regression in R (http://www.r-
project.org, accessed on 1 July 2023) using the lm() function. Genotype data were the
genotypes of KASP markers, and phenotype data were the DP scores of the F2 population
for inoculations with C. lunata and B. oryzae.

3. Results
3.1. Disease Evaluation of Parental Lines and F2 Population and Bulk Construction

The severity of DP symptoms in parental lines DH103 and improved-RD47 differed
significantly, as the symptoms of DP caused by both pathogens were less pronounced in
DH103 than in improved-RD47 (Figure 1A–D). Disease scores evaluated among the F2 lines
showed a normal distribution for C. lunata and B. oryzae inoculations (Figure 1B,D). The DP
disease scores of the F2 plants inoculated with the B. oryzae isolate NPT0508 ranged from
1.13 to 4.42, with an average of 2.56. The average disease scores of DH103 and improved-
RD47 were 1.15 and 4.30, respectively. Similarly, disease scores of F2 plants inoculated
with the C. lunata isolate CMI01161 ranged from 1.00 to 4.08 with an average of 2.53, and
the average disease scores of DH103 and improved-RD47 were 1.33 and 4.73, respectively.
Twenty-five highly resistant F2 plants and 25 highly susceptible F2 plants were selected
to produce a resistant bulk (R-bulk) and susceptible bulk (S-bulk), respectively, for both
C. lunata and B. oryzae inoculations (Figure 1B,D).

http://rice.uga.edu
https://plants.ensembl.org/Oryza_sativa/Tools/VEP
https://plants.ensembl.org/Oryza_sativa/Tools/VEP
http://www.lgcgenomics.com
http://www.lgcgenomics.com
http://www.r-project.org
http://www.r-project.org
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rectangle shows the cut-off for resistant and susceptible individuals for DNA bulking and se-
quencing. 
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lion reads for C. lunata_S-bulk (Table 1). The low-quality sequences were filtered and 
trimmed out to obtain high-quality sequences. Cleaned reads were obtained in each sam-
ple as 68.24 million reads in DH103, 68.41 million reads in improved-RD47, 72.28 million 
reads in B. oryzae_R-bulk, 73.31 million reads in B. oryzae_S-bulk, 68.50 million reads in C. 
lunata_R-bulk, and 56.93 million reads in C. lunata_S-bulk (Table 1). According to the 
alignment of clean reads of each sample onto the Nipponbare reference genome, a total of 
10.22 Gb of clean data (24× coverage) was obtained for improved-RD47 and DH103, 10.82 
Gb clean data (25× coverage) for B. oryzae_R-bulk, 10.98 Gb clean data (25× coverage) for 
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B. oryzae_S-bulk 86.56 73.31 10.98 96.86 98.16 25.39 
C. lunata_R-bulk 82.55 68.50 10.25 94.67 99.97 23.95 

Figure 1. Dirty panicle disease phenotype in parental lines and F2 population. (A,C), dirty panicle
disease symptom in the resistant parent (DH103) and susceptible parent (improved-RD47), and the
representative F2 lines in the resistant bulk and susceptible bulk, inoculated with B. oryzae isolate
NPT0508 and C. lunata isolate CMI01161. Frequency distribution of the resistance phenotype in
parental lines and the F2 population inoculated with (B) C. lunata and (D) B. oryzae. The dashed
rectangle shows the cut-off for resistant and susceptible individuals for DNA bulking and sequencing.

3.2. Whole-Genome Sequencing of the Parental Lines and Bulks of F2 Population

A total of 83.43 million reads and 80.61 million reads were generated with an aver-
age depth of approximately 24.18 and 24.28 for improved RD47 and DH103, respectively.
Similarly, the sequencing of bulks resulted in 86.01 million reads for B. oryzae_R-bulk,
86.56 million reads for B. oryzae_S-bulk, 82.55 million reads for C. lunata_R-bulk, and
71.56 million reads for C. lunata_S-bulk (Table 1). The low-quality sequences were fil-
tered and trimmed out to obtain high-quality sequences. Cleaned reads were obtained
in each sample as 68.24 million reads in DH103, 68.41 million reads in improved-RD47,
72.28 million reads in B. oryzae_R-bulk, 73.31 million reads in B. oryzae_S-bulk, 68.50 million
reads in C. lunata_R-bulk, and 56.93 million reads in C. lunata_S-bulk (Table 1). According
to the alignment of clean reads of each sample onto the Nipponbare reference genome,
a total of 10.22 Gb of clean data (24× coverage) was obtained for improved-RD47 and
DH103, 10.82 Gb clean data (25× coverage) for B. oryzae_R-bulk, 10.98 Gb clean data
(25× coverage) for B. oryzae_S-bulk, 10.25 Gb clean data (24× coverage) for C. lunata_R-
bulk, and 8.50 Gb clean data (21× coverage) for C. lunata_S-bulk (Table 1).

The numbers of genome-wide SNP variants detected in the R-bulk and S-bulk for
B. oryzae and in the R-bulk and S-bulk for C. lunata after mapping cleaned reads onto the
DH103 genome reference were 1,469,859, 1,434,485, 1,296,083, and 1,304,282, respectively.
The numbers of InDel variants detected in the R-bulk and S-bulk for B. oryzae and those in
the R-bulk and S-bulk for C. lunata were 372,828, 367,684, 329,251, and 329,566, respectively.
The SNP variants used in the QTL-seq analysis were the common SNPs identified in both
the R-bulk and S-bulk of B. oryzae and in the R-bulk and S-bulk of C. lunata, with read
support of at least eight reads (Table 2 and Figures S3 and S4).



Agronomy 2023, 13, 1905 6 of 14

Table 1. Summary of Illumina sequencing data of parental lines and F2 bulks for B. oryzae and
C. lunata inoculations.

Sample Raw Reads
(Million)

Cleaned Reads
(Million)

Cleaned Base
(Gb)

Alignment
(%)

Genome
Coverage (%)

Average Depth
(×)

B. oryzae_R-bulk 86.01 72.28 10.82 96.85 98.18 25.06
B. oryzae_S-bulk 86.56 73.31 10.98 96.86 98.16 25.39
C. lunata_R-bulk 82.55 68.50 10.25 94.67 99.97 23.95
C. lunata_S-bulk 71.56 56.93 8.50 94.63 99.90 21.23

DH103 80.61 68.24 10.22 95.35 99.97 24.28
Improved-RD47 83.43 68.41 10.22 93.50 99.94 24.18

Table 2. Summary of the numbers of SNPs and Indels detected in each rice chromosome based on
the read alignment on DH103 parent reference for B. oryzae and C. lunata inoculations.

Chr. Length Selected SNPs
(Depth ≥ 8) (B. oryzae)

Selected Indels
(Depth ≥ 8) (B. oryzae)

Selected SNPs
(Depth ≥ 8) (C. lunata)

Selected Indels (Depth ≥ 8)
(C. lunata)

1 43,270,923 42,284 13,949 45,528 13,593
2 35,937,250 20,343 6671 19,328 5940
3 36,413,819 42,885 13,796 49,078 14,203
4 35,502,694 30,112 9227 36,558 10,077
5 29,958,434 25,226 7828 26,094 7615
6 31,248,787 18,825 5930 15,123 4460
7 29,697,621 9209 3145 8994 2871
8 28,443,022 28,998 8477 27,976 7651
9 23,012,720 17,329 5570 17,591 5203

10 23,207,287 19,337 5807 20,431 5802
11 29,021,106 21,131 6167 22,879 6129
12 27,531,856 15,963 4840 16,793 4821

Total 373,245,519 291,642 91,407 306,373 88,365

3.3. QTL-seq Analysis

QTL-seq analysis of dirty panicle disease (DP) resistance was performed for both
B. oryzae (NPT0508) and C. lunata (CMI01161) inoculations. The SNP-index plots were
generated for all 12 chromosomes for B. oryzae (NPT0508) and C. lunata (CMI01161) inoc-
ulations. To identify candidate genomic regions associated with resistance to DP caused
by C. lunata and B. oryzae, ∆(SNP index) values were calculated across the genome using
moving window averages of 2 Mb window intervals with a 10 kb increment. Significant
genomic positions were identified with a statistical significance of p < 0.05. The QTL-seq
analysis results for B. oryzae inoculation identified four candidate regions on chromosomes
1, 9, and 10, with ∆(SNP index) of 0.34–0.38, 0.26–0.27, and 0.26–0.33, respectively. The
QTL on chromosome 1 peaked at 7.61 Mb, that on chromosome 9 peaked at 19.12 Mb, and
that on chromosome 10 peaked at 20.36 Mb (Figure 2 and Table 3). The QTL-seq analysis
results for the inoculation of C. lunata isolate CMI01161 identified two candidate regions on
chromosome 9, peaking at 20.5 Mb with a delta SNP index of 0.26–0.31, and on chromosome
10, peaking at 21.4 Mb with a delta SNP index of 0.26–0.33. These two QTLs were found
to overlap with those identified for B. oryzae inoculation. Therefore, we determined these
two QTLs to be the common QTLs associated with DP resistance against both pathogens.
We named the QTLs associated with resistance to DP on chromosomes 1 (at 4.45–8.74 Mb),
9 (at 17.14–20.94 Mb), and 10 (at 18.86–22.20 Mb) as qDP1, qDP9, and qDP10, respectively
(Table 3).
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Figure 2. Plots of the SNP index of S-bulk and R-bulk and ∆(SNP index) across 12 rice chromosomes.
(A) Plots for B. oryzae inoculation. (B) Plots for C. lunata inoculation. The pairs of blue and red lines
in the ∆(SNP index) plots represent 95% and 99% confidence intervals, respectively. Genomic regions
significantly associated with dirty panicle disease resistance are highlighted by orange shading and
flanked by dashed vertical lines.
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Table 3. Summary of the genomic region associated with resistance to dirty panicle disease caused
by B. oryzae and C. lunata.

B. oryzae C. lunata

QTL Chr. QTL Region
(Mb)

∆(SNP
Index)

Confidence
Interval (95%)

Peak
(Mb) Chr. QTL Region

(Mb)
∆(SNP
Index)

Confidence
Interval (95%)

Peak
(Mb)

qDP1 1 4.63–8.60 0.34–0.38 0.25 7.61
qDP9 9 17.61–20.92 0.26–0.27 0.25 19.12 9 17.70–21.30 0.26–0.31 0.25 20.5
qDP10 10 18.86–22.20 0.26–0.33 0.25 20.36 10 19.28–22.20 0.26–0.33 0.25 21.4

3.4. Marker Development and Validation of the Detected QTLs

Based on the results of the QTL-seq analysis, we developed KASP markers to validate
the identified QTL regions. Twenty-four KASP markers were designed based on the SNPs
identified within qDP1, qDP9, and qDP10. We used these KASP markers to genotype the
whole F2 population and performed single marker analysis (SMA). Based on the SMA
results, we considered the markers with phenotypic variance explained (PVE) values
of ≥5% and p-values < 0.001. As a result, 12 markers with PVE values ranging from
5.87–15.20% were retained, including two markers on chromosome 1, six markers on
chromosome 9, and four markers on chromosome 10 (Table 4 and Table S1). The marker
that showed the highest association with resistance to B. oryzae was DP_10_20653028 on
chromosome 10, with a phenotypic variance explained (PVE) value of 13.59%. The marker
that showed the highest association with resistance to C. lunata was DP_9_20080072 on
chromosome 9, with a PVE value of 15.20%.

Table 4. Single marker analysis of the markers for resistance to dirty panicle disease against B. Oryzae
and C. lunata in the F2 population with DH103 as a resistant contributing parent.

Marker Pathogen Tested Sample Chr. Position of SNPs p-Value PVE (%)

DP_1_7200175 B. oryzae 213 1 7,200,175 1.69 × 10−7 12.19
DP_1_7690710 B. oryzae 219 1 7,690,710 2.58 × 10−7 11.54

DP_9_18493128
B. oryzae 224 9 18,493,128 6.94 × 10−7 10.52
C. lunata 197 9 18,493,128 6.65 × 10−5 7.85

DP_9_19918713
B. oryzae 229 9 19,918,713 2.13 × 10−4 5.87
C. lunata 193 9 19,918,713 2.40 × 10−6 11.02

DP_9_20080072
B. oryzae 233 9 20,080,072 1.56 × 10−5 7.77
C. lunata 200 9 20,080,072 1.14 × 10−8 15.20

DP_9_20370866 C. lunata 198 9 20,370,866 1.15 × 10−7 13.39
DP_9_20572426 C. lunata 190 9 20,572,426 7.28 × 10−7 12.27

DP_9_20857648
B. oryzae 226 9 20,857,648 7.77 × 10−6 8.56
C. lunata 193 9 20,857,648 8.11 × 10−8 14.02

DP_10_20377830 B. oryzae 214 10 20,377,830 1.36 × 10−6 10.44

DP_10_20653028
B. oryzae 259 10 20,653,028 9.25 × 10−10 13.59
C. lunata 236 10 20,653,028 2.08 × 10−7 10.90

DP_10_20837907 B. oryzae 215 10 20,837,907 2.9 × 10−6 9.78
DP_10_21635840 C. lunata 200 10 21,635,840 2.86 × 10−4 6.44

3.5. Putative Candidate Genes for Dirty Panicle Disease

We annotated genes within each detected QTL associated with resistance to B. oryzae
and C. lunata. We considered the genes containing nonsynonymous SNPs with contrasting
SNP indices comparing R bulk and S bulk. Twelve genes were identified, including three for
qDP1, eight for qDP9, and one for qDP10 (Table 5). These included LOC_Os01g12720 (protein
kinase domain-containing protein), LOC_Os01g12950 (ubiquitin-conjugating enzyme) and
LOC_Os01g13800 (receptor-like protein kinase 5) for qDP1, LOC_Os09g29284 (multi antimicro-
bial extrusion protein MatE family protein), LOC_Os09g29510 (OsWAK receptor-like protein
kinase), LOC_Os09g30380 (TIR-NBS resistance protein), LOC_Os09g30458 (subtilisin-type pro-
tease), LOC_Os09g33800 (arabinogalactan protein), LOC_Os09g34150 (NBS-LRR disease resis-
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tance protein, LOC_Os09g34160 (NBS-LRR disease resistance protein) and LOC_Os09g34280
(ankyrin repeat-containing protein) for qDP9, and LOC_Os10g38800 (serine/threonine protein
kinase-related domain-containing protein) for qDP10.

Table 5. Candidate genes containing nonsynonymous SNPs in the identified genomic region for
B. oryzae and C. lunata resistance.

QTL Chr. Gene Locus Description Position (bp) Variant Effect R-Bulk
Variant Rate

S-Bulk
Variant Rate

Pathogen
Resistance

qDP1 1 LOC_ Os01g12720 Protein kinase
domain-containing protein 7,041,499 TCA>TTA 0.31 0.74 B. oryzae

qDP1 1 LOC_Os01g12950 Ubiquitin-conjugating enzyme 7,208,599 CGC>CAC 0.27 0.79 B. oryzae
qDP1 1 LOC_Os01g13800 receptor-like protein kinase 5 7,740,829 AAC>AGC 0.39 0.76 B. oryzae

qDP9 9 LOC_Os09g29284 Multi antimicrobial extrusion
protein MatE family protein

17,780,448 CTT>CAT 0.11 0.56 B. oryzae
17,784,135 TTT>TCT 0.32 0.67 C. lunata

qDP9 9 LOC_ Os09g29510 OsWAK80–OsWAK
receptor-like protein kinase 17,950,756 ACC>ATC

0.26 0.67 B. oryzae
0.11 0.60 C. lunata

qDP9 9 LOC_Os09g30380 Similar to tir-nbs
resistance protein

18,494,719 ATG>AAG 0.34 0.69 B. oryzae
18,493,128 GCT>GTT 0.12 0.71 C. lunata

qDP9 9 LOC_Os09g30458 Similar to
Subtilisin-type protease

18,559,879 AAT>AGT 0.23 0.70 B. oryzae
18,559,449 GTG>GCG 0.19 0.65 C. lunata

qDP9 9 LOC_Os09g33800 Similar to
arabinogalactan protein

19,956,506 CAT>CTT 0.24 0.59 B. oryzae
19,957,424 CGG>CCG 0.34 0.72 C. lunata

qDP9 9 LOC_Os09g34150 NBS-LRR
disease-resistance protein 20,159,557 CAT>CCT 0.45 0.74 B. oryzae

qDP9 9 LOC_Os09g34160 NBS-LRR
disease-resistance protein 20,163,293 GGA>GAA 0.14 0.70 C. lunata

qDP9 9 LOC_Os09g34280 Ankyrin
repeat-containing protein

20237630 CAG>CGG 0.15 0.56 B. oryzae
20,239,736 AAC>AGC 0.07 0.65 C. lunata

qDP10 10 LOC_Os10g38800
Serine/threonine protein

kinase-related
domain-containing protein

20,653,028 ATG>ACG 0.28 0.73 B. oryzae

20,654,458 CGC>CAC 0.35 0.67 C. lunata

4. Discussion

Modern agriculture has relied too much on the use of pesticides to control disease
infections in crops. In rice, dirty panicle disease and other diseases caused by fungi
are mainly controlled by the use of fungicides [45]. There are also reports of the use of
biocontrol methods to control phytopathogenic fungi, such as antagonistic bacteria [46]
and mycoviruses [45]. As an alternative, breeding a resistant variety has been proposed
as a sustainable, environmentally friendly, and efficient method of disease control [47].
However, the genetic basis of resistance to dirty panicle disease in rice is currently unknown.
Thus, it has been a burdensome effort for molecular breeding development in disease
management systems. Although several pathogens can cause dirty panicle disease in rice,
we focused on two fungal pathogens, Bipolaris oryzae and Cirvularia lunata. These two fungi
were given particular attention because they were found to be the major pathogens of rice
dirty panicle disease, especially in Thailand [12].

QTL-seq has been effectively used to identify regions controlling many traits of interest
in rice and other crops [48]. In this study, we used the QTL-seq approach to identify
genomic regions associated with resistance to dirty panicle (DP) disease in rice that was
caused by B. oryzae and C. lunata. The segregating population used in this study was
an F2 population derived from a cross between DH103 and improved-RD47. The parent
DH103 is a rice variety derived from a double haploid (DH) population from a cross
between an indica variety, IR62266, and a japonica variety, CT9993 [49]. DH103 has been
used as a donor for several abiotic stresses, e.g., drought tolerance and salt tolerance [50].
However, the use of this rice variety for dirty panicle disease resistance has not been
reported. In this study, DH103 highly resisted the dirty panicle disease caused by both
pathogens. Another parent, improved-RD47, is a bacterial leaf blight resistance variety
derived from RD47, which is a high-yield rice variety from Thailand. The improved RD47
variety is susceptible to dirty panicle disease. The size of each bulk of F2 plants in this study
(n = 25 for each bulk) is sufficient to identify the major loci associated with resistance [21].
Meanwhile, genome coverage obtained in each bulk was 21–25 folds, within the range
of 6–80 folds in previously reported studies [21,32,51]. Using QTL-seq, we successfully
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identified three genomic regions on chromosomes 1, 9, and 10 associated with dirty panicle
disease resistance. Since the QTLs on chromosomes 9 and 10 were found to be overlapped
in both inoculations of the two pathogens, we suggest that these two QTLs could be used
in rice breeding programs for dirty panicle disease resistance. Currently, there is no other
report of QTLs/genes associated with DP disease resistance in rice. To our knowledge, this
is the first report of QTLs associated with resistance to DP disease caused by C. lunata and
B. oryzae.

The Kompetitive Allele-Specific PCR (KASP) marker is a genotyping platform that
achieves high throughput in a time- and cost-efficient manner [52]. Validation of the de-
tected QTLs using the KASP markers developed for each detected QTL indicated promising
results. Two markers on chromosome 10 (DP_10_20377830 and DP_10_20837907) showed a
highly significant association with the resistance to dirty panicles caused by B. oryzae. On
the other hand, two markers on chromosome 9 (DP_9_20370866 and DP_9_20572426) and
one marker on chromosome 10 (DP_10_21635840) were found to be significantly associ-
ated with dirty panicle disease caused by C. lunata. Four markers located on chromosome
9 (DP _9_18493128, DP _9_19918713, DP_9_20080072, and DP _9_20857648), and one marker
(DP _10_20653028) located on chromosome 10 were found to be significantly associated
with resistance to both fungal pathogens. The dirty panicle is a complex disease caused
by various pathogens. Thus, markers that can detect the phenotype caused by multiple
pathogens can be beneficial.

The annotation of potential candidate genes in the detected QTL regions has resulted
in several putative resistance-related genes. The candidate genes on chromosome 1 included
LOC_Os01g12720 (protein kinase domain-containing protein), LOC_Os01g12950 (ubiquitin-
conjugating enzyme), and LOC_Os01g13800 (receptor-like protein kinase 5), which were
considered putative candidate genes for resistance to the fungus B. oryzae. Eight can-
didate genes on chromosome 9, i.e., LOC_Os09g29284 (multi antimicrobial extrusion
protein MatE family protein), LOC_Os09g29510 (OsWAK receptor-like protein kinase),
LOC_Os09g30380 (TIR-NBS resistance protein), LOC_Os09g30458 (subtilisin-type protease),
LOC_Os09g33800 (arabinogalactan protein), LOC_Os09g34150 (NBS-LRR disease resistance
protein), LOC_Os09g34160 (NBS-LRR disease resistance protein), and LOC_Os09g34280
(ankyrin repeat-containing protein) were considered candidate resistance genes to both
B. oryzae and C. lunata. Additionally, a candidate gene on chromosome 10, LOC_Os10g38800
(serine/threonine protein kinase-related domain-containing protein), was considered a
candidate resistance gene to both B. oryzae and C. lunata. In addition, several functional
SNPs (SNPs with a nonsynonymous effect) determined in these genes were proven to be
significantly associated with dirty panicle disease resistance. Receptor-like kinases (RLKs)
play a critical role in response to stimuli and serve as key components in plant disease
resistance [53]. Wall-associated kinases (WAKs) are positive regulators of resistance to
fungal diseases in several plant species [54]. Ubiquitin-conjugating enzyme is one of the
three enzymes involved in the ubiquitin-26S proteasome system (UPS) [55]. In plants,
ubiquitination plays a critical role in the response to biotic and abiotic stimuli [56]. MATE
(Multidrug and Toxic Compound Extrusion or Multi-Antimicrobial Extrusion) transporters
have been directly or indirectly implicated in the mechanisms of detoxification of heavy
metal toxicity and disease resistance [57,58]. NBS-LRR genes encode NBS-LRR proteins
that help plants defend themselves against pathogen invasion [59]. TIR-NBS has been
shown to play a role in the basal defense response of plants [60]. Subtilisin-like proteases
(or subtilases) have been reported to play a role in plant defense responses against a wide
variety of pathogens [61]. Ankyrin repeat-containing proteins have been reported to play a
role in both disease resistance and antioxidant metabolism [62]. Serine/threonine-protein
kinases have also been reported to be involved in disease resistance in rice [63]. Most of the
candidate genes identified in this study have promising functions in the context of disease
resistance in plants. However, further studies, such as gene expression analysis, are likely
needed to verify the function of these candidate genes.
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5. Conclusions

In this study, we successfully used QTL-seq to identify three QTLs associated with
resistance to dirty panicle disease in rice. Many resistance-related genes (R genes) were
annotated within the discovered QTL regions. To the best of our knowledge, this is the first
report of genetic information on resistance to dirty panicle disease in rice. The results of
this study will be useful for further elucidation of the genetic control of dirty panicles in
rice, and the markers developed in this study may be useful in rice breeding programs for
dirty panicle resistance.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/agronomy13071905/s1, Figure S1: The fungal pathogens used in
this study to screen for resistance to dirty panicle disease; Figure S2: Rating scores (1–5: resistance-
susceptible) for evaluation of dirty panicle disease resistance; Figure S3: SNP density within 1-kb
window size across 12 rice chromosomes detected in R-bulk and S-bulk of the C. lunata inoculation;
Figure S4: SNP density within 1-kb window size across 12 rice chromosomes detected in R-bulk and
S-bulk of the B. oryzae inoculation; Table S1: Details of KASP markers used in the study.
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2. Skendžić, S.; Zovko, M.; Živković, I.P.; Lešić, V.; Lemić, D. The impact of climate change on agricultural insect pests. Insects 2021,

12, 440. [CrossRef] [PubMed]
3. Rezvi, H.U.A.; Tahjib-Ul-Arif, M.; Azim, M.A.; Tumpa, T.A.; Tipu, M.M.H.; Najnine, F.; Dawood, M.F.A.; Skalicky, M.; Brestič, M. Rice

and food security: Climate change implications and the future prospects for nutritional security. Food Energy Secur. 2023, 12, e430.
[CrossRef]

4. Kaewsalong, N.; Songkumarn, P.; Duangmal, K.; Dethoup, T. Synergistic effects of combinations of novel strains of Trichoderma
species and Coscinium fenestratum extract in controlling rice dirty panicle. J. Plant Pathol. 2018, 101, 367–372. [CrossRef]

5. Nguefack, J.; Wulff, G.E.; Lekagne Dongmo, J.B.; Fouelefack, F.R.; Fotio, D.; Mbo, J.; Torp, J. Effect of plant extracts and an
essential oil on the control of brown spot disease, tillering, number of panicles and yield increase in rice. Eur. J. Plant Pathol. 2013,
137, 871–882. [CrossRef]

6. Thavong, P. Effect of dirty panicle disease on rice seed vigor. Thai Agric. Res. J. 2002, 20, 111–120.
7. Dethoup, T.; Kaewsalong, N.; Songkumorn, P.; Jantasorn, A. Potential application of a marine-derived fungus, Talaromyces

tratensis KUFA 0091 against rice diseases. Biol. Control 2018, 119, 1–6. [CrossRef]
8. Charoenrak, P.; Chamswarng, C. Efficacies of wettable pellet and fresh culture of Trichoderma asperellum biocontrol products in

growth promoting and reducing dirty panicles of rice. Agric. Nat. Resour. 2016, 50, 243–249. [CrossRef]
9. Ayotade, K.A.; Salako, E.A. Reaction of wetland rice to dirty panicle disease and the influence of soil type and fertilization. Int.

Rice Res. Newsl. 1980, 5, 15–16.
10. Sachan, I.P.; Agarwal, V.K. Efficacy of seed treatment of discoloured seeds of rice on seedborne inoculum, germination and

seedling vigour. Seed Res. 1994, 22, 45–49.

https://www.mdpi.com/article/10.3390/agronomy13071905/s1
https://www.mdpi.com/article/10.3390/agronomy13071905/s1
https://doi.org/10.3390/insects12050440
https://www.ncbi.nlm.nih.gov/pubmed/34066138
https://doi.org/10.1002/fes3.430
https://doi.org/10.1007/s42161-018-0191-y
https://doi.org/10.1007/s10658-013-0298-0
https://doi.org/10.1016/j.biocontrol.2017.11.008
https://doi.org/10.1016/j.anres.2016.04.001


Agronomy 2023, 13, 1905 12 of 14

11. Sunpapao, A.; Suwannarach, N.; Kumla, J.; Dumhai, R.; Riangwong, K.; Sanguansub, S.; Wanchana, S.; Arikit, S. Morphological
and Molecular Identification of Plant Pathogenic Fungi Associated with Dirty Panicle Disease in Coconuts (Cocos nucifera) in
Thailand. J. Fungi 2022, 8, 335. [CrossRef]

12. Kongcharoen, N.; Kaewsalong, N.; Dethoup, T. Efficacy of fungicides in controlling rice blast and dirty panicle diseases in
Thailand. Sci. Rep. 2020, 10, 16233. [CrossRef] [PubMed]

13. Vijitrpanth, A.; Jantasorn, A.; Dethoup, T. Potential and fungicidal compatibility of antagonist endophytic Trichoderma spp. from
rice leaves in controlling dirty panicle disease in intensive rice farming. BioControl 2023, 68, 61–73. [CrossRef]

14. Sutruedee, P.; Dusit, A.; Wilawan, C.; Tiyakhon, C.; Natthiya, B. Bioformulation Pseudomonas fluorescens SP007s against dirty
panicle disease of rice. Afr. J. Microbiol. Res. 2013, 7, 5274–5283. [CrossRef]

15. Eakjamnong, W.; Keawsalong, N.; Dethoup, T. Novel ready-to-use dry powder formulation of Talaromyces tratensis KUFA0091
to control dirty panicle disease in rice. Biol. Control 2021, 152, 104454. [CrossRef]

16. Hawkins, N.J.; Fraaije, B.A. Fitness penalties in the evolution of fungicide resistance. Annu. Rev. Phytopathol. 2018, 56, 339–360.
[CrossRef]

17. Leung, H.; Zhu, Y.; Revilla-Molina, I.; Fan, J.X.; Chen, H.; Pangga, I.; Cruz, C.V.; Mew, T.W. Using genetic diversity to achieve
sustainable rice disease management. Plant Dis. 2003, 87, 1156–1169. [CrossRef]

18. Gururani, M.A.; Venkatesh, J.; Upadhyaya, C.P.; Nookaraju, A.; Pandey, S.K.; Park, S.W. Plant disease resistance genes: Current
status and future directions. Physiol. Mol. Plant Pathol. 2012, 78, 51–65. [CrossRef]

19. Jena, K.K.; Mackill, D.J. Molecular Markers and Their Use in Marker-Assisted Selection in Rice. Crop Sci. 2008, 48, 1266. [CrossRef]
20. Babu, R.; Nair, S.K.; Prasanna, B.M.; Gupta, H.S. Integrating marker-assisted selection in crop breeding–prospects and challenges.

Curr. Sci. 2004, 87, 607–619.
21. Takagi, H.; Abe, A.; Yoshida, K.; Kosugi, S.; Natsume, S.; Mitsuoka, C.; Uemura, A.; Utsushi, H.; Tamiru, M.; Takuno, S.; et al.

QTL-seq: Rapid mapping of quantitative trait loci in rice by whole genome resequencing of DNA from two bulked populations.
Plant J. 2013, 74, 174–183. [CrossRef]

22. Singh, V.K.; Khan, A.W.; Jaganathan, D.; Thudi, M.; Roorkiwal, M.; Takagi, H.; Garg, V.; Kumar, V.; Chitikineni, A.; Gaur, P.M.; et al.
QTL-seq for rapid identification of candidate genes for 100-seed weight and root/total plant dry weight ratio under rainfed conditions
in chickpea. Plant Biotechnol. J. 2016, 14, 2110–2119. [CrossRef] [PubMed]

23. Hisano, H.; Sakamoto, K.; Takagi, H.; Terauchi, R.; Sato, K. Exome QTL-seq maps monogenic locus and QTLs in barley. BMC
Genom. 2017, 18, 125. [CrossRef] [PubMed]

24. Zhang, X.; Wang, W.; Guo, N.; Zhang, Y.; Bu, Y.; Zhao, J.; Xing, H. Combining QTL-seq and linkage mapping to fine map a wild
soybean allele characteristic of greater plant height. BMC Genom. 2018, 19, 226. [CrossRef] [PubMed]

25. Dong, Z.; Alam, M.K.; Xie, M.; Yang, L.; Liu, J.; Helal, M.M.U.; Huang, J.; Cheng, X.; Liu, Y.; Tong, C.; et al. Mapping of a major
QTL controlling plant height using a high-density genetic map and QTL-seq methods based on whole-genome resequencing in
Brassica napus. G3 2021, 11, jkab118. [CrossRef]

26. Cao, M.; Li, S.; Deng, Q.; Wang, H.; Yang, R. Identification of a major-effect QTL associated with pre-harvest sprouting in
cucumber (Cucumis sativus L.) using the QTL-seq method. BMC Genom. 2021, 22, 249. [CrossRef]

27. Lu, H.; Lin, T.; Klein, J.; Wang, S.; Qi, J.; Zhou, Q.; Sun, J.; Zhang, Z.; Weng, Y.; Huang, S. QTL-seq identifies an early flowering
QTL located near Flowering Locus T in cucumber. Theor. Appl. Genet. 2014, 127, 1491–1499. [CrossRef]

28. Sheng, C.; Song, S.; Zhou, R.; Li, D.; Gao, Y.; Cui, X.; Tang, X.; Zhang, Y.; Tu, J.; Zhang, X.; et al. QTL-Seq and Transcriptome
Analysis Disclose Major QTL and Candidate Genes Controlling Leaf Size in Sesame (Sesamum indicum L.). Front. Plant Sci. 2021,
12, 580846. [CrossRef]

29. Zhang, C.; Badri Anarjan, M.; Win, K.T.; Begum, S.; Lee, S. QTL-seq analysis of powdery mildew resistance in a Korean cucumber
inbred line. Theor. Appl. Genet. 2021, 134, 435–451. [CrossRef]

30. Pandey, M.K.; Khan, A.W.; Singh, V.K.; Vishwakarma, M.K.; Shasidhar, Y.; Kumar, V.; Garg, V.; Bhat, R.S.; Chitikineni, A.;
Janila, P.; et al. QTL-seq approach identified genomic regions and diagnostic markers for rust and late leaf spot resistance in
groundnut (Arachis hypogaea L.). Plant Biotechnol. J. 2017, 15, 927–941. [CrossRef]

31. Clevenger, J.; Chu, Y.; Chavarro, C.; Botton, S.; Culbreath, A.; Isleib, T.G.; Holbrook, C.C.; Ozias-Akins, P. Mapping Late Leaf Spot
Resistance in Peanut (Arachis hypogaea) Using QTL-seq Reveals Markers for Marker-Assisted Selection. Front. Plant Sci. 2018, 9, 83.
[CrossRef]

32. Ramos, A.; Fu, Y.; Michael, V.; Meru, G. QTL-seq for identification of loci associated with resistance to Phytophthora crown rot in
squash. Sci. Rep. 2020, 10, 5326. [CrossRef] [PubMed]

33. Yaobin, Q.; Peng, C.; Yichen, C.; Yue, F.; Derun, H.; Tingxu, H.; Xianjun, S.; Jiezheng, Y. QTL-Seq Identified a Major QTL for Grain
Length and Weight in Rice Using Near Isogenic F 2 Population. Rice Sci. 2018, 25, 121–131. [CrossRef]

34. Kadambari, G.; Vemireddy, L.R.; Srividhya, A.; Nagireddy, R.; Jena, S.S.; Gandikota, M.; Patil, S.; Veeraghattapu, R.; Deborah,
D.A.K.; Reddy, G.E.; et al. QTL-Seq-based genetic analysis identifies a major genomic region governing dwarfness in rice (Oryza
sativa L.). Plant Cell Rep. 2018, 37, 677–687. [CrossRef]

35. Arikit, S.; Wanchana, S.; Khanthong, S.; Saensuk, C.; Thianthavon, T.; Vanavichit, A.; Toojinda, T. QTL-seq identifies cooked
grain elongation QTLs near soluble starch synthase and starch branching enzymes in rice (Oryza sativa L.). Sci. Rep. 2019, 9, 8328.
[CrossRef]

https://doi.org/10.3390/jof8040335
https://doi.org/10.1038/s41598-020-73222-w
https://www.ncbi.nlm.nih.gov/pubmed/33004846
https://doi.org/10.1007/s10526-022-10161-7
https://doi.org/10.5897/AJMR2013.2503
https://doi.org/10.1016/j.biocontrol.2020.104454
https://doi.org/10.1146/annurev-phyto-080417-050012
https://doi.org/10.1094/PDIS.2003.87.10.1156
https://doi.org/10.1016/j.pmpp.2012.01.002
https://doi.org/10.2135/cropsci2008.02.0082
https://doi.org/10.1111/tpj.12105
https://doi.org/10.1111/pbi.12567
https://www.ncbi.nlm.nih.gov/pubmed/27107184
https://doi.org/10.1186/s12864-017-3511-2
https://www.ncbi.nlm.nih.gov/pubmed/28148242
https://doi.org/10.1186/s12864-018-4582-4
https://www.ncbi.nlm.nih.gov/pubmed/29587637
https://doi.org/10.1093/g3journal/jkab118
https://doi.org/10.1186/s12864-021-07548-8
https://doi.org/10.1007/s00122-014-2313-z
https://doi.org/10.3389/fpls.2021.580846
https://doi.org/10.1007/s00122-020-03705-x
https://doi.org/10.1111/pbi.12686
https://doi.org/10.3389/fpls.2018.00083
https://doi.org/10.1038/s41598-020-62228-z
https://www.ncbi.nlm.nih.gov/pubmed/32210312
https://doi.org/10.1016/j.rsci.2018.04.001
https://doi.org/10.1007/s00299-018-2260-2
https://doi.org/10.1038/s41598-019-44856-2


Agronomy 2023, 13, 1905 13 of 14

36. Nubankoh, P.; Wanchana, S.; Saensuk, C.; Ruanjaichon, V.; Cheabu, S.; Vanavichit, A.; Toojinda, T.; Malumpong, C.; Arikit, S.
QTL-seq reveals genomic regions associated with spikelet fertility in response to a high temperature in rice (Oryza sativa L.). Plant
Cell Rep. 2020, 39, 149–162. [CrossRef] [PubMed]

37. Lei, L.; Zheng, H.; Bi, Y.; Yang, L.; Liu, H.; Wang, J.; Sun, J.; Zhao, H.; Li, X.; Li, J.; et al. Identification of a Major QTL and
Candidate Gene Analysis of Salt Tolerance at the Bud Burst Stage in Rice (Oryza sativa L.) Using QTL-Seq and RNA-Seq. Rice
2020, 13, 55. [CrossRef]

38. Thianthavon, T.; Aesomnuk, W.; Pitaloka, M.K.; Sattayachiti, W.; Sonsom, Y.; Nubankoh, P.; Malichan, S.; Riangwong, K.; Ruanjai-
chon, V.; Toojinda, T.; et al. Identification and Validation of a QTL for Bacterial Leaf Streak Resistance in Rice (Oryza sativa L.)
against Thai Xoc Strains. Genes 2021, 12, 1587. [CrossRef] [PubMed]

39. Netpakdee, C.; Mathasiripakorn, S.; Sribunrueang, A.; Chankaew, S.; Monkham, T.; Arikit, S.; Sanitchon, J. QTL-Seq Approach
Identified Pi63 Conferring Blast Resistance at the Seedling and Tillering Stages of Thai Indigenous Rice Variety “Phaladum”.
Agriculture 2022, 12, 1166. [CrossRef]

40. Pannak, S.; Wanchana, S.; Aesomnuk, W.; Pitaloka, M.K.; Jamboonsri, W.; Siangliw, M.; Meyers, B.C.; Toojinda, T.; Arikit, S.
Functional Bph14 from Rathu Heenati promotes resistance to BPH at the early seedling stage of rice (Oryza sativa L.) as revealed
by QTL-seq. Theor. Appl. Genet. 2023, 136, 25. [CrossRef]

41. Bubpha, K.; Sawatsuk, T.; Dhitikiattipong, R.; Korinsak, S.; Unartngam, J. Survey of dirty panicle disease caused by fungi and
development of disease evaluation method for greenhouse condition. Agric. Sci. J. 2016, 47, 339–349.

42. Sawatsuk, T.; Bubpha, K.; Dhitikiattipong, R.; Korinsak, S.; Unartngam, J. Assessment of genetic diversity of the rice dirty panicle
fungus Curvularia lunata in Thailand. Agric. Sci. J. 2017, 48, 48–59.

43. Sugihara, Y.; Young, L.; Yaegashi, H.; Natsume, S.; Shea, D.J.; Takagi, H.; Booker, H.; Innan, H.; Terauchi, R.; Abe, A. High-
performance pipeline for MutMap and QTL-seq. PeerJ 2022, 10, e13170. [CrossRef] [PubMed]

44. Abe, A.; Kosugi, S.; Yoshida, K.; Natsume, S.; Takagi, H.; Kanzaki, H.; Matsumura, H.; Yoshida, K.; Mitsuoka, C.; Tamiru, M.; et al.
Genome sequencing reveals agronomically important loci in rice using MutMap. Nat. Biotechnol. 2012, 30, 174–178. [CrossRef]

45. Suharto, A.R.; Janmol, P.; Vichitsoonthonkul, T.; Salaipeth, L. Screening of mycoviruses from fungal isolates causing dirty panicle
disease in rice seeds. APST 2021, 26, APST-26-03-03.

46. Saechow, S.; Thammasittirong, A.; Kittakoop, P.; Prachya, S.; Thammasittirong, S.N.-R. Antagonistic Activity against Dirty Panicle
Rice Fungal Pathogens and Plant Growth-Promoting Activity of Bacillus amyloliquefaciens BAS23. J. Microbiol. Biotechnol. 2018,
28, 1527–1535. [CrossRef] [PubMed]

47. Sahu, P.K.; Sao, R.; Choudhary, D.K.; Thada, A.; Kumar, V.; Mondal, S.; Das, B.K.; Jankuloski, L.; Sharma, D. Advancement in
the Breeding, Biotechnological and Genomic Tools towards Development of Durable Genetic Resistance against the Rice Blast
Disease. Plants 2022, 11, 2386. [CrossRef] [PubMed]

48. Majeed, A.; Johar, P.; Raina, A.; Salgotra, R.K.; Feng, X.; Bhat, J.A. Harnessing the potential of bulk segregant analysis sequencing
and its related approaches in crop breeding. Front. Genet. 2022, 13, 944501. [CrossRef]

49. Lanceras, J.C.; Pantuwan, G.; Jongdee, B.; Toojinda, T. Quantitative trait loci associated with drought tolerance at reproductive
stage in rice. Plant Physiol. 2004, 135, 384–399. [CrossRef]

50. Pamuta, D.; Siangliw, M.; Sanitchon, J.; Pengrat, J.; Siangliw, J.L.; Toojinda, T.; Theerakulpisut, P. Photosynthetic Performance in
Improved ‘KDML105’ Rice (Oryza sativa L.) Lines Containing Drought and Salt Tolerance Genes under Drought and Salt Stress.
JTAS 2020, 43, 653–675. [CrossRef]

51. Wei, Q.-Z.; Fu, W.-Y.; Wang, Y.-Z.; Qin, X.-D.; Wang, J.; Li, J.; Lou, Q.-F.; Chen, J.-F. Rapid identification of fruit length loci in
cucumber (Cucumis sativus L.) using next-generation sequencing (NGS)-based QTL analysis. Sci. Rep. 2016, 6, 27496. [CrossRef]

52. Semagn, K.; Babu, R.; Hearne, S.; Olsen, M. Single nucleotide polymorphism genotyping using Kompetitive Allele Specific PCR
(KASP): Overview of the technology and its application in crop improvement. Mol. Breed. 2014, 33, 1–14. [CrossRef]

53. Barka, G.D.; Castro, I.S.L.; Alves, D.R.; de Almeida, D.P.; Caixeta, E.T. The role of receptor-like kinases in fungal/microbial
resistance in plants. In Plant Receptor-Like Kinases; Elsevier: Amsterdam, The Netherlands, 2023; pp. 63–85. ISBN 9780323905947.

54. Delteil, A.; Gobbato, E.; Cayrol, B.; Estevan, J.; Michel-Romiti, C.; Dievart, A.; Kroj, T.; Morel, J.B. Several wall-associated kinases
participate positively and negatively in basal defense against rice blast fungus. BMC Plant Biol. 2016, 16, 17. [CrossRef]

55. Liu, X.; Song, L.; Zhang, H.; Lin, Y.; Shen, X.; Guo, J.; Su, M.; Shi, G.; Wang, Z.; Lu, G.-D. Rice ubiquitin-conjugating enzyme
OsUBC26 is essential for immunity to the blast fungus Magnaporthe oryzae. Mol. Plant Pathol. 2021, 22, 1613–1623. [CrossRef]
[PubMed]

56. Marino, D.; Peeters, N.; Rivas, S. Ubiquitination during plant immune signaling. Plant Physiol. 2012, 160, 15–27. [CrossRef]
[PubMed]

57. Sun, X.; Gilroy, E.M.; Chini, A.; Nurmberg, P.L.; Hein, I.; Lacomme, C.; Birch, P.R.J.; Hussain, A.; Yun, B.-W.; Loake, G.J. ADS1
encodes a MATE-transporter that negatively regulates plant disease resistance. New Phytol. 2011, 192, 471–482. [CrossRef]
[PubMed]

58. Li, L.; He, Z.; Pandey, G.K.; Tsuchiya, T.; Luan, S. Functional cloning and characterization of a plant efflux carrier for multidrug
and heavy metal detoxification. J. Biol. Chem. 2002, 277, 5360–5368. [CrossRef]

59. Wang, X.; Xu, Y.; Fan, H.; Cui, N.; Meng, X.; He, J.; Ran, N.; Yu, Y. Research Progress of Plant Nucleotide-Binding Leucine-Rich
Repeat Protein. Horticulturae 2023, 9, 122. [CrossRef]

https://doi.org/10.1007/s00299-019-02477-z
https://www.ncbi.nlm.nih.gov/pubmed/31570974
https://doi.org/10.1186/s12284-020-00416-1
https://doi.org/10.3390/genes12101587
https://www.ncbi.nlm.nih.gov/pubmed/34680982
https://doi.org/10.3390/agriculture12081166
https://doi.org/10.1007/s00122-023-04318-w
https://doi.org/10.7717/peerj.13170
https://www.ncbi.nlm.nih.gov/pubmed/35321412
https://doi.org/10.1038/nbt.2095
https://doi.org/10.4014/jmb.1804.04025
https://www.ncbi.nlm.nih.gov/pubmed/30369116
https://doi.org/10.3390/plants11182386
https://www.ncbi.nlm.nih.gov/pubmed/36145787
https://doi.org/10.3389/fgene.2022.944501
https://doi.org/10.1104/pp.103.035527
https://doi.org/10.47836/pjtas.43.4.17
https://doi.org/10.1038/srep27496
https://doi.org/10.1007/s11032-013-9917-x
https://doi.org/10.1186/s12870-016-0711-x
https://doi.org/10.1111/mpp.13132
https://www.ncbi.nlm.nih.gov/pubmed/34459564
https://doi.org/10.1104/pp.112.199281
https://www.ncbi.nlm.nih.gov/pubmed/22689893
https://doi.org/10.1111/j.1469-8137.2011.03820.x
https://www.ncbi.nlm.nih.gov/pubmed/21762165
https://doi.org/10.1074/jbc.M108777200
https://doi.org/10.3390/horticulturae9010122


Agronomy 2023, 13, 1905 14 of 14

60. Nandety, R.S.; Caplan, J.L.; Cavanaugh, K.; Perroud, B.; Wroblewski, T.; Michelmore, R.W.; Meyers, B.C. The role of TIR-NBS and
TIR-X proteins in plant basal defense responses. Plant Physiol. 2013, 162, 1459–1472. [CrossRef]

61. Figueiredo, J.; Sousa Silva, M.; Figueiredo, A. Subtilisin-like proteases in plant defence: The past, the present and beyond. Mol.
Plant Pathol. 2018, 19, 1017–1028. [CrossRef]

62. Yan, J.; Wang, J.; Zhang, H. An ankyrin repeat-containing protein plays a role in both disease resistance and antioxidation
metabolism. Plant J. 2002, 29, 193–202. [CrossRef]

63. Lee, K.-J.; Kim, K. The rice serine/threonine protein kinase OsPBL1 (ORYZA SATIVA ARABIDOPSIS PBS1-LIKE 1) is potentially
involved in resistance to rice stripe disease. Plant Growth Regul. 2015, 77, 67–75. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1104/pp.113.219162
https://doi.org/10.1111/mpp.12567
https://doi.org/10.1046/j.0960-7412.2001.01205.x
https://doi.org/10.1007/s10725-015-0036-z

	Introduction 
	Materials and Methods 
	Mapping Population and Plant Growth Conditions 
	Inoculum Preparation and Pathogen Inoculation 
	Evaluation of Dirty Panicle Disease 
	Construction of Resistance and Susceptible Bulks and Whole Genome Sequencing 
	QTL-seq Analysis 
	Candidate Gene Annotation 
	KASP Marker Development and Validation 
	Statistical Analysis 

	Results 
	Disease Evaluation of Parental Lines and F2 Population and Bulk Construction 
	Whole-Genome Sequencing of the Parental Lines and Bulks of F2 Population 
	QTL-seq Analysis 
	Marker Development and Validation of the Detected QTLs 
	Putative Candidate Genes for Dirty Panicle Disease 

	Discussion 
	Conclusions 
	References

