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Abstract: Rice blast is one of the main diseases in rice and can occur in different rice growth stages.
Due to the complicated procedure of panicle blast identification and instability of panicle blast
infection influenced by the environment, most cloned rice resistance genes are associated with
leaf blast. In this study, a rice panicle blast resistance gene, Pb2, was identified by genome-wide
association mapping based on the panicle blast resistance phenotypes of 230 Rice Diversity Panel 1
(RDP1) accessions with 700,000 single-nucleotide polymorphism (SNP) markers. A genome-wide
association study identified 18 panicle blast resistance loci (PBRL) within two years, including
9 reported loci and 2 repeated loci (PBRL2 and PBRL13, PBRL10 and PBRL18). Among them, the
repeated locus (PBRL10 and PBRL18) was located in chromosome 11. By haplotype and expression
analysis, one of the Nucleotide-binding domain and Leucine-rich Repeat (NLR) Pb2 genes was highly
conserved in multiple resistant rice cultivars, and its expression was significantly upregulated after
rice blast infection. Pb2 encodes a typical NBS-LRR protein with NB-ARC domain and LRR domain.
Compared with wild type plants, the transgenic rice of Pb2 showed enhanced resistance to panicle
and leaf blast with reduced lesion number. Subcellular localization of Pb2 showed that it is located
on plasma membrane, and GUS tissue-staining observation found that Pb2 is highly expressed in
grains, leaf tips and stem nodes. The Pb2 transgenic plants showed no difference in agronomic traits
with wild type plants. It indicated that Pb2 could be useful for breeding of rice blast resistance.

Keywords: rice; panicle blast; genome-wide association study; haplotype analysis; rice diversity
panel 1 (RDP1)

1. Introduction

Rice blast, one of the most widely distributed and destructive crop diseases, occurs
not only in various parts of the world but also in different rice growth stages [1]. Panicle
blast is a more severe form of rice blast and makes the grains imperfect and blackened,
which will directly affect rice yield and quality. However, it is difficult to study, due to
difficulty in the phenotypic identification affected by many environmental factors. To date,
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at least 38 rice blast resistance genes were cloned [2–5]. However, only four genes among
them were reported to have panicle blast resistance. Pb1 is a disease-resistant gene cloned
from the indica rice cultivar Modan, which confers unique resistance to panicle blast, with
higher expression level at the heading stage than the seedling stage [6]. Pi64 is the panicle
blast and leaf blast resistance gene cloned from japonica rice Yangmaogu varieties and
is expressed constitutively in all rice growth stages and different tissues [7]. Pid3-A4, a
homolog of Pid3, was cloned from the common wild rice A4 (Oryza rufipogon), and it is
constitutively expressed and provides resistance to both leaf blast and panicle blast [8,9].
Pigm is a panicle and leaf blast resistance gene cloned from Gumei 4, and the expression
level is high in anthers. This NLR protein pair Pigm-R and Pigm-S can balance the disease
resistance and yield mechanisms through epigenetic regulation [10].

Plant resistance (R) genes encoding NLR proteins with nucleotide binding sites (NBS)
and leucine-rich repeat (LRR) domains play important roles in plant defense systems [11,12].
The NBS domain belongs to the STAND (signal transduction ATPases with numerous
domain) superfamily and might participate in disease resistance signaling as molecular
switch [13]. The LRR domain of plant NBS-LRR proteins is involved in specific recognition
of pathogen effector molecules [14]. Pi-ta can interact with the expression product of the
avirulence gene of AVR-Pita of M. oryzae to induce disease resistance [15]; Pit mediates ROS
production and HR responses by directly interacting with the GTPase OsRac1 at the plasma
membrane [16]. Occasionally, NLRs also regulate plant defense responses in gene pairs.
These two indispensable genes increase resistance of the plant to the disease, including
Pi-5 [17], Pi-km [18], Pi-k [19], Pi-a [20] and Pi-1 [21]. NLRs gene pairs also achieve a balance
between resistance and yield through reciprocal regulation of each other. It has been proven
that PigmS competitively attenuates PigmR homopolymerization to suppress resistance,
and PigmS improves seed production to counteract the yield cost caused by PigmR [10].

The genome-wide association study (GWAS) is based on linkage disequilibrium to
detect the genetic variation (marker) polymorphisms of multiple individuals in the whole
genome to obtain the genotype associated with the observable traits. Compared with the
traditional QTL mapping method, it has the advantages of high resolution, a wide range of
research materials, rich captured variations, and high efficiency to locate multiple traits
simultaneously. After more than ten years of development, GWAS technology has been
widely used in important agronomic traits of rice, such as ideal plant architecture, grain
shape, grain weight, and flowering period [22–24]. Lu et al. (2015) detected 298 ideal plant
architecture loci by GWAS on the compact plant type, short stature, few unproductive
tillers, thick and sturdy stems and erect leaves of 523 rice materials [25]. Duan et al. (2017)
detected three grain width-related loci by GWAS on the grain width of 102 indica rice
materials [24]. In recent years, some progress has been achieved in the application of
GWAS in rice disease resistance [26,27]. Zhang et al. (2017) identified 12 bacterial blight
resistance-related loci by performing GWAS of 172 rice germplasms [26]. Zhang et al.
(2019) identified 27 sheath blight resistance-related loci by performing GWAS of 563 rice
germplasms [27].

A large number of rice blast resistance loci have been identified by GWAS, which
accelerates the cloning of rice blast resistance genes. Five rice blast resistance loci including
the cloned gene Pita were first identified by GWAS, which verified the feasibility of iden-
tifying rice blast resistance loci by GWAS [28]. To date, in total more than 230 rice blast
resistance-related loci distributed in all 12 chromosomes were identified by GWAS [29–35].
Among them, 16 resistance loci were identified through naturally occurring resistance
phenotypes in the blast nurseries, which can resist the invasion of various strains [31]. The
candidate gene types, including protein kinases, transcription factors, ubiquitin-related,
phosphorylation-related, DNA/ATP binding, oxidase/oxidoreductase and heat shock pro-
teins, were obtained, which provided the possibility for cloning new types of resistance
genes other than NLRs [29,31,32,34]. In addition, genome-wide associations between rice
blast resistance and yield-related components revealed a complex relationship between
disease resistance and yield-related components [30]. GWAS of rice blast resistance under
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different nitrogen concentrations revealed the cause of nitrogen-induced susceptibility [36].
Although a large number of resistance-related loci have been located by the GWAS, few
new genes have been functionally characterized well. The pair of blast resistance genes
LABR_64-1 and LABR_64-2 cloned from the natural population by GWAS are Pi5 alle-
les [32]. The bsr-d1 is a gene cloned by GWAS with a population of RILs, and bsr-d1 is a
C2H2-type transcription factor that inhibits M. oryzae-induced expression of Bsr-d1 RNA
and degradation of hydrogen peroxide to achieve resistance to M. oryzae [3].

The main goal of this study was to find the panicle blast resistance gene. In previous
studies, RDP1 has been widely used in rice blast resistance research, and more than 180 leaf
blast resistance-related loci have been identified, of which 16 were identified by natural
occurrence in the field [28,31–34]. However, there is no report on the identification of panicle
blast resistance using RDP1. This study provides important clues for the identification and
cloning of rice blast panicle genes and provides an important basis for panicle resistance
breeding by identifying RDP1 in the field and performing PBRL scanning with GWAS.

2. Results
2.1. Panicle Blast Resistance Evaluation of RDP1

According to the average percentage of diseased grains, the incidence of panicle blast
was evaluated into 10 grades (Figure 1A). The identification results for two consecutive
years show that 62.9–63.7% of the materials had a percentage of diseased grains below 10%,
and 81.7–84.2% of them were less than 20%. The average percentage of diseased grains
were 12.46% and 11.03%, respectively. The population material was biased towards disease-
resistant rather than susceptible (Figure 1C,D). In the identification results of panicle blast in
2018, the percentage of diseased grains of ADMIX, AUS, IND, TEJ and TRJ above 10% were
30.30%, 29.27%, 25.00%, 47.17% and 30.77, respectively (Figure 1E). In the identification
results of panicle blast in 2018, the percentage of diseased grains above 10% were 40.62%,
19.44%, 18.18%, 46.94% and 36.73%, respectively (Figure 1F). The analysis results showed
that the two-year blast resistance was positively correlated (r = 0.41, p < 0.0001).
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Figure 1. Grouping and identification of panicle blast resistance. (A) Identification and grading
of panicle blast resistance. (B) Distribution of 232 rice germplasms in subgroups. IND: indica;
TEJ: tropical japonica; TRJ: temperate japonica; AUS: Autumn Rice, which can be classified as
indica; ADMIX: mixed variety; AROMATIC: aromatic variety, which can be classified as japonica.
(C,D) Frequency distribution of panicle blast resistance scores in fields at the Nanjing Experimental
Base in Jiangsu province in 2018 and 2019, respectively. (E,F) Distribution of blast resistance scores of
RDP1 in the six sub-populations; the area of black circles represents the accession numbers.

2.2. Identification of Panicle Blast Resistance Loci in Rice Genome

In total, 18 panicle blast resistance loci (PBRL) were identified in two years, which
were distributed on chromosomes 1, 3, 4, 6, 9 and 11, including 9 reported loci and two
repeated loci (Figure 2A,C and Table 1). A total of 10 PBRLs, including 4 PBRLs on
chromosome 11, were identified in 2018 (Figure 2A). In addition to the reported R genes
or QTLs, nine new loci on chromosome 1 (PBRL-1, PBRL-11), chromosome 3 (PBRL-2,
PBRL-13), chromosome 6 (PBRL-15, PBRL-16), chromosome 9 (PBRL-17) and the short
arm of chromosome 11 (PBRL-7, PBRL-8) associated with panicle blast resistance were
detected. Among these new loci, one repeated site (PBRL-10/PBRL-18) with the highest
peak value (−log10P = 9.08 and −log10P = 6.46) was identified at the end of the long arm of
chromosome 11.
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Figure 2. Genome-wide association study of panicle blast resistance. (A,C) Manhattan plots of
markers associated with rice blast resistance to panicle blast; the X-axis is the location of each single
nucleotide polymorphism (SNP) on the 12 chromosomes, and the Y-axis is the p value obtained
from the GWAS model −Log10P. SNPs with strong associations with PBRLs had higher Y-coordinate
values. The reported genes or loci are marked in blue font; the PBRLs identified by two-year data
repeats are marked in red font; newly identified non-repeated PBRLs are marked in black font.
(B,D) Quantile-quantile (Q-Q) plots showing the fitness of selected models for different traits across
populations or subgroups. X-axis: expected−Log10P; Y-axis: observed−Log10P. (E) Local Manhattan
plot (top) (27.0–28.5 Mb) and LD heatmap (bottom) (27.0–28.5 Mb) around the peak of PBRL-10.

Table 1. The PBRLs that were associated with panicle blast in 2018 and 2019.

Date Locus Chr. Position Top SNP 1 p-Value Locus Reference 2

2018 PBRL-1 1 6852800–7071042 6952618 1.88 × 10−5

2018 PBRL-2 3 3 22459640–22470705 22470705 1.34 × 10−5

2018 PBRL-3 4 32795904–32942350 32937674 1.90 × 10−5 BRF04, LABR-45, Pikur1
2018 PBRL-4 6 12756073–13177675 12926253 1.71 × 10−8 Pi-d3, Pi-25
2018 PBRL-5 6 29702212–31175843 29825174 2.24 × 10−6 BRF06-2, Pitq1
2018 PBRL-6 9 11120819–11200238 11120819 3.96 × 10−6 LABR-68
2018 PBRL-7 11 3414684–3590151 3569620 6.19 × 10−7

2018 PBRL-8 11 7122930–7273845 7173961 1.91 × 10−6

2018 PBRL-9 11 25611850–26487216 25634931 23 × 10−9 SxMBRQTL-1, LABR-82,
LABR-83, Pif, Pi47, Pi-43

2018 PBRL-10 4 11 27028553–28459253 27235944 8.26 × 10−10 LABR-84, LABR-85, Pik, Pikm,
Pikp, Pi1

2019 PBRL-11 1 42111551–42745473 42745473 1.66 × 10−5

2019 PBRL-12 3 19109711–20904017 19109711 1.38 × 10−10 LABR-32
2019 PBRL-13 3 3 22167295–22640834 22679011 4.51 × 10−6

2019 PBRL-14 4 20333322–20595554 20595554 3.10 × 10−7 Pi21
2019 PBRL-15 6 14977368–16235258 14977368 5.94 × 10−7

2019 PBRL-16 6 22427279–22538034 22463749 1.38 × 10−6

2019 PBRL-17 9 21179219–21643345 21359143 9.84 × 10−7

2019 PBRL-18 4 11 26487216–28465787 26487216 3.49 × 10−7 LABR-84, LABR-85, Pik, Pikm,
Pikp, Pi1

1 Within the detection site, the position of the peak SNP on the chromosome (bp). 2 Reported genes or QTLs in the
same or overlapping intervals. 3,4 Same or largely overlapping genetic regions identified in 2018 and 2019.
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In order to further analyze the candidate genes in the repeated locus (PBRL10 and
PBRL18), a 1.47 Mb intersection containing PBRL10 and PBRL18 was selected for LD
block heatmap analysis. Significant SNP (−log10P ≥ 4) density distributions paired
with LD (r2 ≥ 0.6) triangular blocks results, and the candidate region of the 142.2 Kb
interval between SNP_27581700-SNP_27723865, were finally determined (Figure 2E). The
ORFs in the 142.2 Kb interval were predicted by the gene annotation network RGAP
(http://rice.uga.edu/, accessed on 14 November 2019), and a total of 22 candidate genes
were predicted, including 1 gene encoding LRR proteins, 2 genes encoding NB-ARC
proteins, 1 gene encoding CC-NBS-LRR proteins, 1 gene encoding WARK125, 1 gene
encoding MYB transcriptional regulator, 1 gene encoding galactosyltransferase, 2 genes
encoding pectinesterases, 6 genes encoding transposons, 1 gene encoding retrotransposon
and 6 genes encoding expressed proteins (Supplementary Table S1).

2.3. Screening and Determination of Candidate Genes

According to the method of Yano et al. (2016) [37], all SNPs in the 142.2 Kb candi-
date region were classified into five groups (Supplementary Figure S1). The selection
of candidate genes is performed mainly from Group I, which includes polymorphisms
(−Log10P ≥ 4) that were significantly associated with GWAS trait variation and predicted
to induce amino acid exchange or altered splicing junctions of introns (GT or AG at the
start or end of intron, respectively). In this study, in order to avoid missing important
candidate genes, the candidate genes in the second group were also screened, which con-
tains polymorphisms that were significantly associated with trait variation in Group I
and were located in the 5′ UTR flanking sequence of the gene (before the first ATG and
≤2 Kb, such as the promoter region). Among the 229 SNPs in the candidate region,
only two SNPs (SNP_27597071 and SNP_27597338) belong to Group I and fall on the
same gene LOC_Os11g45600, which encodes a resistance protein (Supplementary Fig-
ure S1B). Four SNPs belong to Group II and land on the promoters of four genes and
the 5′ UTR of one gene (Supplementary Figure S1B). Among them, three genes includ-
ing LOC_Os11g45600 encoding LRR protein, LOC_Os11g45720 encoding pectinesterase
and LOC_Os11g45740 encoding MYB family transcription factor were considered as the
most likely candidate genes. Haplotype analysis showed that only the candidate gene
LOC_Os11g45600 in Group I had haplotype differences in the panicle blast phenotypes for
two years (Figure 3A,B; Supplementary Figure S2E,F,I,J).

To prevent the omission of important genes, we also analyzed all SNPs in the 142.2 Kb
interval, and 11 genes were identified with amino acid changes due to differences in
SNPs (Supplementary Table S1). The haplotype analysis on these 11 genes showed that
only three genes had significant differences in the two-year panicle blast identification
(Figure 3A–F and Supplementary Figure S2). The analysis of the expression patterns of
these three genes and the expressions of LOC_Os11g45600 and LOC_Os11g45620 both
increased significantly at 48 hpi with 28.92 and 27.69 folds (Figure 3G), while the expression
of LOC_Os11g45710 increased at 8 h and 72 h with 1.9 and 2.7 folds changes, respectively
(Figure 3I). LOC_Os11g45710 encoded glycosyl hydrolase protein, which was rarely re-
ported in fungal disease resistance. It was intriguing that LOC_Os11g45620 encoded for
LRR protein, LOC_Os11g45600 encoded for NB-ARC protein and their expression patterns
were almost the same (Figure 3G,H). These two genes were suspected to be the same
gene. According to the haplotypes analysis, there were three haplotypes (Hap.1, Hap.2,
and Hap.3) of LOC_Os11g45600 divided by two significant SNPs (Figure 3J). Hap.1 was
associated with resistant, and Hap.3 was associated with susceptible, whereas Hap.2 was
the intermediate type (Figure 3K).
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Figure 3. Genes with significant haplotype differences are induced by Magnaporthe oryzae. (A–F)
Percentage diseased grains (%) caused by different haplotypes. Presented as a scatter plot with bars,
the edge of the box represents the mean, and each point represents the percentage diseased grains for
a germplasm. (G–I) The expression patterns of candidate genes (LOC_Os11g45600, LOC_Os11g45620
and LOC_Os11g45710) in the disease-resistant material Jiangnanwan inoculated with M. oryzae Hoku1
were studied by qPCR. The amplification of OsActin1 (LOC_Os03g50885) was used as an internal
reference. Error bars are the standard deviation of three technical replicates. (J) Location of all
SNPs on LOC_Os11g45600 and their correlation with trait variation. Significant (−Log10P ≥ 4)
SNP positions are marked with red arrow lines. (K) Haplotype analysis of two significant SNPs
on LOC_Os11g45600; the “n” represents the number of rice varieties in the population. Results are
represented as the mean ± SEM; (* p < 0.05, ** p < 0.01).
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2.4. Cloning of Panicle Blast Resistance Gene Pb2

The Taihu Lake region has a long history of rice cultivation and thus contains various
Japonica rice landraces, including the resistant cultivar Jiangnanwan and susceptible culti-
var Suyunuo. SNP analysis showed that Jiangnanwan corresponded to the resistant haplo-
types Hap.E or Halp.1in LOC_Os11g45600, whereas Suyunuo was prematurely terminated
due to a single-base A to T (+1291 bp) transition. Based on the sequence analysis results,
the gene LOC_Os11g45600 was part of the last exon of LOC_Os11g45620, and the gene
LOC_Os11g45610 encoding retrotransposon was deleted in both Jiangnanwan and Suyunuo
(Figure 4A). To test whether this was a common phenomenon in other cultivars, the pres-
ence of LOC_Os11g45610 in Nipponbare and 232 were verified as natural populations by
PCR amplification with two pairs of primers. The results showed that LOC_Os11g45600
and LOC_Os11g45620 fused together to constitute a complete CC-NBS-LRR type gene
named Pb2 (Figure 4A,B), and 99% of the accessions did not have the retrotransposon
LOC_Os11g45610 (Figure 4C). Amino acid sequence alignments of Pb2 showed that there
were multiple amino acid differences between Pb2-J and Pb2-S (Figure 4B). Although
there was no difference between Pb2-S and Pb2-R in the significant SNP_27597071 and
SNP_27597338, the conversion of single base A to T (+1291 bp) led to the termination of
P2-S, lacking an LRR domain (Figure 4B).
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cyan and LOC_Os11g45620 is shown in dark blue; Type II, there is no LOC_Os11g45610, and
LOC_Os11g45600 is the last exponent of LOC_Os11g45620; the combined gene was named Pb2. Ar-
rows indicate gene orientation, blank boxes indicate UTRs and thin lines indicate introns. (B) Amino
acid sequence and domain analysis of Pb2 in resistant material Jiangnanwan and susceptible mate-
rial Suyunuo. Pb2-J: Pb2 cloned from Jiangnanwan. Pb2-S: Pb2 cloned from Suyunuo, translation
terminated early. TR: transmembrane domain. CC: coiled-coil. NB-ARC: nucleotide binding region
of resistance protein. LRR: leucine-rich repeat. (C): The arrangement of Pb2 on chromosome 11 in
232 materials. When only 45600-F/45620-R can amplify the target fragment of 780 bp, it means that
there is no LOC_Os11g45610 (top left); when only 45610-F/45620-R can amplify the target fragment
of 874 bp, it means that LOC_Os11g45610 is contained (bottom left). On the right are two types
of statistics.

2.5. Specific Expression Analysis of Pb2

Intracellular localization of Pb2 was detected by observing the root tip cells of the
PPb2::RFP-Pb2 fusion transgenic plants, and it was found that Pb2 was mainly localized
on the plasma membrane (Figure 5A). The expression of Pb2 was induced after being
inoculated by blast fungi at the booting stage, but Pb2-J in resistance cultivar Jiangnanwan
was induced more obviously than in the susceptible cultivar Suyunuo (Figure 5B). In
addition, Pb2 was specifically expressed in coleoptiles, stem nodes, leaf tips and grains by
GUS staining of PPb2::Pb2-GUS transgenic plants (Figure 5C).
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Suyunuo inoculated with M. oryzae Hoku1 was investigated by qPCR. Jiangnanwan and Suyunuo
young panicles were collected 0, 2, 4, 8, 12, 24, 48 and 72 h after inoculation. Amplification of OsActin1
(LOC_Os03g50885) was used as an internal control. The expression level on the ordinate is the relative
expression level after excluding the rhythmic interference of sterile water inoculation. Error bars
represent standard deviation of three technical replicates; (** p < 0.01). (C) GUS staining to detect
tissue-specific expression. (1) and (2) Staining of roots, leaf sheaths and leaves of three-week-old
seedlings of PPb2::GUS transgenic material. (3), (4) and (5): Staining of stems, stem nodes and grains
of PPb2::GUS transgenic materials at heading stage.

2.6. Pb2 Associated with Panicle and Leaf Blast Resistance

In order to verify the function of Pb2 in rice blast resistance, complementation, overex-
pression and knockout, transgenic lines of Pb2-J, which was cloned from resistant cultivar
Jiangnanwan, were constructed. When Pb2-J was complementary to the susceptible mate-
rial Suyunuo, Pb2-J could effectively reduce the percentage of diseased grains and improve
panicle blast resistance. However, the panicle blast resistance of Pb2-J was relatively
moderate resistance (Figure 6E–G and Supplementary Figure S3A,B). The overexpression
in transgenic plants of Pb2-J in Suyunuo also showed enhanced panicle blast resistance
(Figure 6E–G and Supplementary Figure S3C,D). Compared with the resistant cultivar
Jiangnanwan, the knocked out transgenic plants of Pb2-J in Jiangnanwan showed more
susceptibility in 2020 Nanjing, while only part of the line had a difference detected in
other trials (Figure 6A–D and Supplementary Figure S4A–D). The complementary and
overexpression of Pb2-J transgenic plants also showed obviously enhanced resistance to
blast in the seedling stage (Figure 6H–J and Supplementary Figure S5A–F). There was no
difference between complementary, overexpression and knockout in the transgenic lines
and their wild-type (WT) plants in the agronomic traits, including plant height, number of
effective tillers, panicle length, filled grains per panicle, seed setting rate, 100-grain weight,
grain length and grain width (Figure 7A–J).
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Figure 6. Pb2 can significantly reduce the number of diseased grains and leaf diseased spots. (A) Gene
structure of Pb2 and two types of mutation. (B,E) Rice panicle three weeks after injection of Hoku1
spore suspension at booting stage, Nanjing, 2020. Jiang represents the CRISPR-Cas9 transgenic
receptor plant and Su represents the complementary and overexpressing transgenic receptor plant.
(C,D,F,G) Percentage diseased grains (%) of transgenic lines and WT was counted three weeks after
inoculation, and each bar represents the average of nine panicles. (H) Response of three-week-old
seedlings 6 days after inoculation with Hoku1. (I,J) Average lesion length and average number of
lesions in WT and transgenic plants. Lesion length and lesion number were measured 6 days after
inoculation. Error bars represent standard deviation, and differences between WT and experimental
groups were tested with GraphPad Prism 8.3 t-test, * p < 0.05, ** p < 0.01.
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Figure 7. Pb2 does not affect rice agronomic traits. (A,B) Field growth status of WT and transgenic
plants during filling period. (C) Plant height (cm). (D) Number of effective tillers (N). (E) Rice panicle
length (cm). (F) Number of grains per panicle. (G) Seed setting rate (%). (H) 100-grain weight (g).
(I) Grain length (mm). (J) Grain width (mm). Error bars represent standard deviation, differences
between WT and experimental groups were tested with GraphPad Prism 8.3 t-test. n.s. represents
not significant.

3. Discussion

Compared with traditional map-based cloning, GWAS offers higher mapping effi-
ciency with a greater number of loci and many polymorphic SNPs. GWAS is becoming
widely applied for identifying target genes, and the suitable population structure, effective
SNP density and the accuracy of phenotypic identification are the basis of GWAS [28,29,38,39].
In our research, RDP1 was selected as the population for GWAS analysis, which had a high
density of 700 K SNPs. Previous studies have shown that RDP1 had a large number of
rice seedling plants blast resistance-related loci, and it confers resistance to blast isolated
from China, South Korea, Colombia, Philippines, India and America. Moreover, RDP1 had
high-level adult plants blast resistance in the field disease nursery in rice producing areas of
China (Fujian Province, Hunan Province and Heilongjiang Province) [28,31,32,34]. For the
field panicle blast phenotype identification, an injection inoculation method was utilized
and the diseased grains percentage was observed [40]. The identification results indicated
that AUS and IND had better resistance to panicle blast, and TEJ had the worst resistance
to panicle blast. Although the resistance results of panicle blast were identified in the field
and were easily affected by environmental factors, in this study, the results of correlation
analysis showed that the identification results of the two years were positively correlated.

Panicle blast on rice is irreversible and consequently reduces the quality and grain yield
of rice [41]. Research on panicle blast is difficult due to factors such as heavy workload, long
research period and uncontrollable environmental conditions. Many rice blast resistance
loci have been identified by GWAS [31–35]. However, there is no report for the identification
of panicle blast resistance loci by GWAS. Leaf blast and panicle blast occur in different rice
growth stages, and their resistance mechanisms are not completely consistent [6,42]. In
this study, eighteen panicle blast resistance-related loci were identified by GWAS on two-
year repeated data. Seven resistance genes at these four PBRLs have been reported, with
the details as PBRL-4 (Pid3, Pi25), PBRL-10/PBRL-18 (Pik, Pikm, Pikp, Pi1) and PBRL-14
(Pi21) [19,43,44]. A total of 6 PBRLs, PBRL-3 (LABR-45), PBRL-6 (LABR-68), PBRL-9
(LABR-82, LABR-83), PBRL-10/PBRL-18 (LABR-84, LABR-85) and PBRL-12 (LABR-32),
were co-localized with previously identified QTLs in GWAS analysis of RDP1 [32]. GWAS
is an efficient strategy to save time and detect more micro-effective sites compared with
traditional map-based cloning. However, GWAS also has limitations in quickly narrowing
the candidate interval and accurately obtaining candidate genes [37]. To date, few rice blast
resistance genes have been cloned by GWAS. Liu et al. (2019) [45] identified a new non-
strain-specific partial R gene PiPR1 on chromosome 4 by performing leaf blast resistance
identification and GWAS on the C-RDP-II germplasm population. PiPR1 is an NLR gene
that is highly conserved in multiple partially resistant rice cultivars, and its expression is
significantly upregulated at the early stages of rice blast infection [45]. In this study, NLR
gene Pb2 was successfully cloned by bioinformatics and expression analysis of the repeat
sites PBRL-10 and PBRL-18. Genetic complementation and overexpression analyses verified
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that it confers panicle blast and leaf blast resistance. A large gene cluster, which was critical
to complete blast resistance, has been located at the terminal long arm of chromosome
11 [19,21,46]. Multiple NLR genes at the PBRL-10 locus were identified, and Pb2 may be a
member of the gene cluster.

Rice blast R genes have been extensively used in rice resistance breeding [47]. R genes
such as Pigm, Pi2, and Pi9 have broad-spectrum and durable rice blast resistance; however,
with continuous planting of cultivars with these R genes, the resistance may be overcome
by Magnaporthe oryzae fungus after evolution and variation [48–51]. In contrast, partial
R genes have been associated with durable resistance [52]. Therefore, identification and
cloning of partial R genes will be of great significance in rice breeding. So far, four partial
blast resistance genes, pi21, Pi35, Pb1, and PiPR1, have been cloned in rice [6,44,45,53]. In
this study, the partial resistance gene Pb2 and seven new panicle blast resistance-related
loci were identified by GWAS, providing potential application in rice resistance breeding.
Several studies have shown that R genes were differentially expressed between resistant
and susceptible genotypes, which were induced by M. oryzae and mediated resistance
responses [54–56]. In this study, Pb2 was induced by M. oryzae and exhibited a 28.9-fold
increase in expression in rice panicles after 48 h of inoculation. This result implied that
Pb2 would mediate panicle blast resistance. Higher expression levels were detected in the
leaf tips and grains of transgenic plants by GUS staining. This may explain the reason for
Pb2 conferring both leaf and panicle blast resistance. In addition, panicle R gene Pb2 was
also found to mediate penetration resistance in the early stages of M. oryzae invasion, as it
could only reduce the number of lesions but not the length of lesions. Pb2 was localized to
the plasma membrane and has a short LRR domain (two LRRs). The LRR domain of plant
NBS-LRR proteins was involved in specific recognition of pathogen effector molecules [14].
It has been reported that defense activation of R proteins such as MLA10, AtRPS4 and
AtRPS6 requires nuclear localization or translocation to the nucleus [57–60].

During the resistance process, plants will trigger a series of defense responses, which
will affect the energy distribution for plant growth [61,62]. Therefore, improving crop
resistance is often accompanied with a loss in yield and grain quality [63–65]. Plant
defense mechanisms have evolved during the coevolutionary arms race between plant and
pathogen, which finely regulate disease resistance and balance growth and development.
PigmR confers broad-spectrum resistance, whereas PigmS competitively attenuates PigmR
homodimerization to suppress resistance. PigmS increases grain production to offset
the yield cost caused by PigmR [10]. Phosphorylated IPA1 binds to the promoter of the
pathogen defense gene WRKY45 to enhance disease resistance, but IPA1 rapidly reverts to
a non-phosphorylated state after infection, maintaining growth required for high yields [5].
The rice calcium-binding protein ROD1 maintains normal rice growth by promoting ROS
scavenging, but is degraded by two E3 ligases RIP1 and APIP6 induced by pathogen
infection, maintaining the ROS content required for immune activation [66]. Pb2 increased
resistance without affecting agronomic traits. This balance may be due to the low expression
level of Pb2 in normal growth, which increased rapidly after infected with M. oryzae but
quickly returned to normal levels after 72 h.

4. Materials and Methods
4.1. Plant Materials and Growth Conditions

The Rice Diversity Panel 1 (RDP1) containing 413 Oryza sativa accessions from 82 countries
was provided by Cornell University, USA, and it has 700 K high-quality SNPs, representing
a wide range of genetic variations in Oryza sativa [28]. According to the growth period,
230 accessions were selected from RDP1: including 44 Indica (IND), 55 Temperate Japonica
(TEJ), 51 Tropical Japonica (TRJ), 42 AUS, 7 AROMATIC, and 33 other accessions classified
as admixtures (ADMIX) between Temperate and Tropical Japonica groups. Two landraces,
Jiangnanwan and Suyunuo from the Taihu Lake region, preserved by the State Key Labora-
tory of Nanjing Agricultural University were added to RDP1 (Supplementary Materials).
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The plants grow in fields at the Nanjing Experimental Base in Jiangsu province and
the Sanya Experimental Base in Hainan Province. Panicle blast inoculation was carried out
by injection method when the plants grow in the fields at the booting stage of plants. The
leaf blast resistance inoculation was carried out in the greenhouse in Nanjing Agricultural
University. The seeds were sown in plastic seedling trays (60 cm × 30 cm × 5 cm) filled
with organic soil, 6–8 seedlings per hole [67]. Seedlings were grown in a greenhouse at
22–30 ◦C, 14 h light/27 ◦C, 10 h dark/22 ◦C.

4.2. Blast Inoculation and Disease Evaluation

The Magnaporthe oryzae Hoku1 provided by the Institute of Plant Protection of Chinese
Academy of Agricultural Sciences was used for inoculation. For the panicle blast resistance
identification, a 2 mL spore suspension with a concentration of 1 × 105/mL was used
for injection at the booting stage of rice. A total of 9 panicles of each line were injected
with 3 strains. The percentage of diseased grains was calculated after three weeks. Grains
infected with spore-forming areas were defined as diseased grains [40].

For the leaf blast resistance identification, a spore suspension with a concentration
of 1 × 105/mL was used, which was combined with 0.02% Tween 20 (Solarbio, Beijing,
China, Cat#T8220) [68,69]. According to the method of Zhu et al. (2012) [68], each seedling
tray is inoculated with 60 mL of spore suspension by spraying the seedlings with a spray
gun connected to an air pump. After inoculation, seedling trays were placed in a dark
environment at 95–100% relative humidity and 27 ◦C for 24 h and then transferred to a
greenhouse with the temperature maintained at 27 ◦C. The length and number of lesions
were recorded after six days. Six plants for each line and three replicates were measured,
and the average was calculated for the resistance phenotype.

4.3. Genome-Wide Association Study

Using Tassel 5.0 (http://www.maizegenetics.net/tassel/, accessed on 16 April 2022) [70],
the 700 K high-density SNPs of RDP1 were filtered, and filtered 556,809 SNPs (MAF > 0.05,
missing rate < 25%) were used for GWAS. The file format was converted with PLINK
software (http://pngu.mgh.harvard.edu/purcell/plink/, accessed on 16 April 2022) [71],
and the hapmap files were converted into tped and tfam formats for association analysis.
The EMMAX analysis online script was obtained from the website (http://genetics.cs.
ucla.edu/emmax/install.html, accessed on 16 December 2019) [72]. Under the Linux
environment, a file containing the confidence value (p-value) of each SNP on the whole
genome was created. Manhattan plots and Quantile-quantile (Q-Q) plots were calculated
by qqman software package in the R language for plotting (R Development Core Team
2011). The threshold p-value < 10−4 was chosen to obtain significantly related SNPs, and
then more than three consecutive SNPs (the distance between SNPs were less than 200 kb)
were named as related loci [73].

4.4. RNA Isolation and qPCR Analysis

Panicle samples were collected at 0 hpi, 2 hpi, 4 hpi, 8 hpi, 12 hpi, 24 hpi, 48 hpi
and 72 hpi after being inoculated by blast fungi and quickly frozen in liquid nitrogen.
Three biological replicates were conducted. TaKaRa MiniBEST plant RNA extraction kit
(Kusatsu, Japan, TaKaRa Code: 9769) was used for RNA extraction. 200 ng RNA was
reverse transcripted to cDNA by HiScript® II RT SuperMix for qPCR (Nanjing, China,
Vazyme Code: R223-01) and was uniformly diluted 10 times as a template for qRT-PCR
fluorescence quantitative analysis. The primers in Supplemental Materials were amplified
for the genes’ expression analysis, and OsActin1 (LOC_Os03g50885) was invoked as the
internal control (Actin-QF/R). qRT-PCR was performed using AceQ® qPCR SYBR Green
Master Mix (Nanjing, China, Vazyme Code: Q111-02) and read with the LC480 II (Roche
fluorescence quantitative LightCycler480, San Francisco, CA, USA) instrument. Reactions
were set up as follows: 5 min at 95 ◦C, followed by 40 cycles of 95 ◦C for 10 s, 60 ◦C for

http://www.maizegenetics.net/tassel/
http://pngu.mgh.harvard.edu/purcell/plink/
http://genetics.cs.ucla.edu/emmax/install.html
http://genetics.cs.ucla.edu/emmax/install.html
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30 s, and 72 ◦C for 40 s. The relative expression level of each gene was calculated using the
2−44CT method. Three biological replicates were performed for each qRT-PCR.

4.5. Plasmid Construction

For the complementation of Pb2-J, excision of the 2 × 35S promoter of the binary
vector pCAMBIA1300s by Hind III and Xba I, the genomic fragment containing the 3276 bp
promoter and the 3792 bp entire gene was cloned into the binary vector pCAMBIA1300s
without the 2 × 35S promoter. pCAMBIA1300s was digested with Kpn I and BamH I
double enzymes, the entire genome sequence (3792 bp) of Pb2-J was cloned into the vector
pCAMBIA1300s containing the 2 × 35S promoter to generate overexpression lines. For
the promoter activity assay of Pb2, the binary vector pCAMBIA1301 was digested with
BamH I and Xba I enzymes, and the fragment containing 3276 bp promoter sequence
was introduced into the binary vector pCAMBIA1301, which can promote the GUS gene’s
expression. The promoter and the CDS of Pb2 were cloned and inserted into the binary
vector pCAMBIA1300s-mCherry to generate PPb2::RFP-Pb2 for subcellular localization.
To generate knockout expression of Pb2 transgenic plants, the vector pBUE411-2gR (pro-
vided by Chen Qijun, College of Biology, China Agricultural University) was selected
for construction. The targets designed for the NB-ARC domain were as follows: target 1:
5′-GGCAGCTCTAGGCTCTAAT-3′; target 2: 5′-CCAATATCTGATCTGGAAG-3′. The ge-
netic transformations were conducted using rice embryogenic calli through Agrobacterium
tumefaciens-mediated transformation. All endonucleases were provided by America New
England Biolabs, high-fidelity enzyme Phanta®Max Super-Fidelity DNA Polymerase
(Vazyme Code: P505-d1) and homologous recombinase ClonExpress®II (Vazyme Code:
C112-02) were provided by China Vazyme.

4.6. Subcellular Localization

The seeds of PPb2::RFP-Pb2 transgenic plants (T0) and Suyunuo (WT) were soaked
in water for two days and germinated at 27 ◦C for one day, and then healthy seeds
were selected and planted in 0.3% agar gel (Solarbio, Cat#A8190) containing 50 µg/mL
hygromycin B (Solarbio, Cat#H8080). After culturing for 4 days in an artificial climate box
(dark at 27 ◦C), plants with normal root growth were selected and the roots were rinsed
with ddH2O. The 2–3 mm root tip was chosen to make slices, and the fluorescence value
was observed under a laser confocal microscope (Leica SP8, Heidelberg, Germany). The
excitation wavelength was 580 nm and the emission wavelength was 610 nm. In order to
avoid false fluorescence signals due to autofluorescence, first, 5–7 samples with WT as the
control were observed, and then the fusion RFP material was observed after confirming
that there was no autofluorescence.

4.7. Pb2Pro::GUS Staining Assay

Different tissues, such as root, leaf, leaf sheath at seedling stage and root, stem,
stem node, leaf, leaf sheath, young panicle grain at heading stage from Pb2Pro::GUS
transgenic plants and WT, were collected and incubated in a 50 mL centrifuge tube with
GUS staining solution (50 mmol/L PBS, 2 mM K3Fe(CN)6, 2 mM K4[Fe(CN)6] 3H2O,
10 mmol/L Na2EDTA, 0.1% Triton-X100, 20% methanol, 1 mg/mL X-Gluc) immersion. The
samples were evacuated to −0.1 MPa for 20 min and were placed in the dark at 37 ◦C for
12 h, and then were destained 3–4 times with 95% ethanol until the control turned white.
Finally, the GUS staining photos were taken with a stereoscope.

4.8. Data Analysis

A 700-K dataset and efficient mixed-model association were used for GWAS analysis
and significant SNPs were selected −log10P > 4 [74]. Haplotype analysis was performed
on all SNPs that fell on the gene (including non-significant SNPs). GraphPad Prism 8.0
software (Provided by GraphPad Software, San Diego, CA, USA) was used for data analysis;
a t-test at the 0.05 level and 0.01 level and least significant difference (LSD) method were
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used for difference comparison analysis; SPSS 19.0 software (Provided by IBM, New York,
NY, USA) was used for correlation analysis.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ijms23105668/s1.

Author Contributions: Experimental design, Y.Y., L.M. and Y.B.; field phenotyping, L.M., W.W.,
Y.F. and K.L.; data analysis, Y.Y. and L.M.; Gene Cloning and Experimental Validation, Y.Y., X.W.
(Xinying Wang), Z.X., Q.S., H.X., X.W. (Xinyu Wang) and Z.Z. (Zijing Zhao); percentage diseased
grains investigation, L.M., C.L., P.W. and W.M.; writing—original draft preparation, Y.Y., Z.Z. (Zhi
Zhao) and T.J.; writing—review and editing, Y.B., J.W. and H.Z. All authors have read and agreed to
the published version of the manuscript.

Funding: This research was funded by grants from the National Key Research and Development
Program of China (2020YFE0202900), the National Key Project for Jiangsu Agriculture Science and
Technology Innovation Fund (CX(2019)1008), the Natural Science Foundation of China (32072033,
31871602, 31171516), the Natural Science Foundation of Jiangsu Province (BK20211212) and the
Fundamental Research Funds for the Central Universities (KYZZ2022003). The project was supported
by the Guidance Foundation, the Sanya Institute of Nanjing Agricultural University (NAUSY-MS06).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Acknowledgments: We thank Yongfeng Liu for providing the rice blast isolates.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Skamnioti, P.; Gurr, S.J. Against the grain: Safeguarding rice from rice blast disease. Trends Biotechnol. 2009, 27, 141–150. [CrossRef]

[PubMed]
2. Wang, B.-h.; Ebbole, D.J.; Wang, Z.-h. The arms race between Magnaporthe oryzae and rice: Diversity and interaction of Avr and

R genes. J. Integr. Agric. 2017, 16, 2746–2760. [CrossRef]
3. Li, W.; Zhu, Z.; Chern, M.; Yin, J.; Yang, C.; Ran, L.; Cheng, M.; He, M.; Wang, K.; Wang, J.; et al. A Natural Allele of a Transcription

Factor in Rice Confers Broad-Spectrum Blast Resistance. Cell 2017, 170, 114–126.e15. [CrossRef] [PubMed]
4. Zhou, X.; Liao, H.; Chern, M.; Yin, J.; Chen, Y.; Wang, J.; Zhu, X.; Chen, Z.; Yuan, C.; Zhao, W.; et al. Loss of function of a rice

TPR-domain RNA-binding protein confers broad-spectrum disease resistance. Proc. Natl. Acad. Sci. USA 2018, 115, 3174–3179.
[CrossRef] [PubMed]

5. Wang, J.; Zhou, L.; Shi, H.; Chern, M.; Yu, H.; Yi, H.; He, M.; Yin, J.; Zhu, X.; Li, Y.; et al. A single transcription factor promotes
both yield and immunity in rice. Science 2018, 361, 1026–1028. [CrossRef]

6. Hayashi, N.; Inoue, H.; Kato, T.; Funao, T.; Shirota, M.; Shimizu, T.; Kanamori, H.; Yamane, H.; Hayano-Saito, Y.; Matsumoto,
T.; et al. Durable panicle blast-resistance gene Pb1 encodes an atypical CC-NBS-LRR protein and was generated by acquiring a
promoter through local genome duplication. Plant J. 2010, 64, 498–510. [CrossRef]

7. Ma, J.; Lei, C.; Xu, X.; Hao, K.; Wang, J.; Cheng, Z.; Ma, X.; Ma, J.; Zhou, K.; Zhang, X.; et al. Pi64, Encoding a Novel CC-NBS-LRR
Protein, Confers Resistance to Leaf and Neck Blast in Rice. Mol. Plant Microbe Interact. 2015, 28, 558–568. [CrossRef]

8. Lv, Q.; Xu, X.; Shang, J.; Jiang, G.; Pang, Z.; Zhou, Z.; Wang, J.; Liu, Y.; Li, T.; Li, X.; et al. Functional analysis of Pid3-A4, an
ortholog of rice blast resistance gene Pid3 revealed by allele mining in common wild rice. Phytopathology 2013, 103, 594–599.
[CrossRef]

9. Shang, J.; Tao, Y.; Chen, X.; Zou, Y.; Lei, C.; Wang, J.; Li, X.; Zhao, X.; Zhang, M.; Lu, Z.; et al. Identification of a new rice
blast resistance gene, Pid3, by genomewide comparison of paired nucleotide-binding site-leucine-rich repeat genes and their
pseudogene alleles between the two sequenced rice genomes. Genetics 2009, 182, 1303–1311. [CrossRef]

10. Deng, Y.; Zhai, K.; Xie, Z.; Yang, D.; Zhu, X.; Liu, J.; Wang, X.; Qin, P.; Yang, Y.; Zhang, G.; et al. Epigenetic regulation of
antagonistic receptors confers rice blast resistance with yield balance. Science 2017, 355, 962–965. [CrossRef]

11. Jones, J.D.; Dangl, J.L. The plant immune system. Nature 2006, 444, 323–329. [CrossRef] [PubMed]
12. Jones, J.D.; Vance, R.E.; Dangl, J.L. Intracellular innate immune surveillance devices in plants and animals. Science 2016,

354, aaf6395. [CrossRef] [PubMed]
13. McHale, L.; Tan, X.; Koehl, P.; Michelmore, R.W. Plant NBS-LRR proteins: Adaptable guards. Genome Biol. 2006, 7, 212. [CrossRef]

[PubMed]
14. DeYoung, B.J.; Innes, R.W. Plant NBS-LRR proteins in pathogen sensing and host defense. Nat. Immunol. 2006, 7, 1243–1249.

[CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/ijms23105668/s1
https://www.mdpi.com/article/10.3390/ijms23105668/s1
http://doi.org/10.1016/j.tibtech.2008.12.002
http://www.ncbi.nlm.nih.gov/pubmed/19187990
http://doi.org/10.1016/S2095-3119(17)61746-5
http://doi.org/10.1016/j.cell.2017.06.008
http://www.ncbi.nlm.nih.gov/pubmed/28666113
http://doi.org/10.1073/pnas.1705927115
http://www.ncbi.nlm.nih.gov/pubmed/29432165
http://doi.org/10.1126/science.aat7675
http://doi.org/10.1111/j.1365-313X.2010.04348.x
http://doi.org/10.1094/MPMI-11-14-0367-R
http://doi.org/10.1094/PHYTO-10-12-0260-R
http://doi.org/10.1534/genetics.109.102871
http://doi.org/10.1126/science.aai8898
http://doi.org/10.1038/nature05286
http://www.ncbi.nlm.nih.gov/pubmed/17108957
http://doi.org/10.1126/science.aaf6395
http://www.ncbi.nlm.nih.gov/pubmed/27934708
http://doi.org/10.1186/gb-2006-7-4-212
http://www.ncbi.nlm.nih.gov/pubmed/16677430
http://doi.org/10.1038/ni1410
http://www.ncbi.nlm.nih.gov/pubmed/17110940


Int. J. Mol. Sci. 2022, 23, 5668 17 of 19

15. Jia, Y.; McAdams, S.A.; Bryan, G.T.; Hershey, H.P.; Valent, B. Direct interaction of resistance gene and avirulence gene products
confers rice blast resistance. EMBO J. 2000, 19, 4004–4014. [CrossRef] [PubMed]

16. Kawano, Y.; Akamatsu, A.; Hayashi, K.; Housen, Y.; Okuda, J.; Yao, A.; Nakashima, A.; Takahashi, H.; Yoshida, H.; Wong, H.L.;
et al. Activation of a Rac GTPase by the NLR family disease resistance protein Pit plays a critical role in rice innate immunity. Cell
Host Microbe 2010, 7, 362–375. [CrossRef]

17. Lee, S.K.; Song, M.Y.; Seo, Y.S.; Kim, H.K.; Ko, S.; Cao, P.J.; Suh, J.P.; Yi, G.; Roh, J.H.; Lee, S.; et al. Rice Pi5-mediated resistance
to Magnaporthe oryzae requires the presence of two coiled-coil-nucleotide-binding-leucine-rich repeat genes. Genetics 2009, 181,
1627–1638. [CrossRef]

18. Ashikawa, I.; Hayashi, N.; Yamane, H.; Kanamori, H.; Wu, J.; Matsumoto, T.; Ono, K.; Yano, M. Two adjacent nucleotide-binding
site-leucine-rich repeat class genes are required to confer Pikm-specific rice blast resistance. Genetics 2008, 180, 2267–2276.
[CrossRef]

19. Zhai, C.; Lin, F.; Dong, Z.; He, X.; Yuan, B.; Zeng, X.; Wang, L.; Pan, Q. The isolation and characterization of Pik, a rice blast
resistance gene which emerged after rice domestication. New Phytol. 2011, 189, 321–334. [CrossRef]

20. Okuyama, Y.; Kanzaki, H.; Abe, A.; Yoshida, K.; Tamiru, M.; Saitoh, H.; Fujibe, T.; Matsumura, H.; Shenton, M.; Galam, D.C.; et al.
A multifaceted genomics approach allows the isolation of the rice Pia-blast resistance gene consisting of two adjacent NBS-LRR
protein genes. Plant J. 2011, 66, 467–479. [CrossRef]

21. Hua, L.; Wu, J.; Chen, C.; Wu, W.; He, X.; Lin, F.; Wang, L.; Ashikawa, I.; Matsumoto, T.; Wang, L.; et al. The isolation of Pi1, an
allele at the Pik locus which confers broad spectrum resistance to rice blast. Theor. Appl. Genet. 2012, 125, 1047–1055. [CrossRef]
[PubMed]

22. Huang, X.; Wei, X.; Sang, T.; Zhao, Q.; Feng, Q.; Zhao, Y.; Li, C.; Zhu, C.; Lu, T.; Zhang, Z.; et al. Genome-wide association studies
of 14 agronomic traits in rice landraces. Nat. Genet. 2010, 42, 961–967. [CrossRef] [PubMed]

23. Huang, X.; Zhao, Y.; Wei, X.; Li, C.; Wang, A.; Zhao, Q.; Li, W.; Guo, Y.; Deng, L.; Zhu, C.; et al. Genome-wide association study
of flowering time and grain yield traits in a worldwide collection of rice germplasm. Nat. Genet. 2011, 44, 32–39. [CrossRef]
[PubMed]

24. Duan, P.; Xu, J.; Zeng, D.; Zhang, B.; Geng, M.; Zhang, G.; Huang, K.; Huang, L.; Xu, R.; Ge, S.; et al. Natural Variation in the
Promoter of GSE5 Contributes to Grain Size Diversity in Rice. Mol. Plant 2017, 10, 685–694. [CrossRef]

25. Lu, Q.; Zhang, M.; Niu, X.; Wang, S.; Xu, Q.; Feng, Y.; Wang, C.; Deng, H.; Yuan, X.; Yu, H.; et al. Genetic variation and association
mapping for 12 agronomic traits in indica rice. BMC Genom. 2015, 16, 1067. [CrossRef]

26. Zhang, F.; Wu, Z.C.; Wang, M.M.; Zhang, F.; Dingkuhn, M.; Xu, J.L.; Zhou, Y.L.; Li, Z.K. Genome-wide association analysis
identifies resistance loci for bacterial blight in a diverse collection of indica rice germplasm. PLoS ONE 2017, 12, e0174598.
[CrossRef]

27. Zhang, F.; Zeng, D.; Zhang, C.S.; Lu, J.L.; Chen, T.J.; Xie, J.P.; Zhou, Y.L. Genome-Wide Association Analysis of the Genetic Basis
for Sheath Blight Resistance in Rice. Rice 2019, 12, 93. [CrossRef]

28. Zhao, K.; Tung, C.W.; Eizenga, G.C.; Wright, M.H.; Ali, M.L.; Price, A.H.; Norton, G.J.; Islam, M.R.; Reynolds, A.; Mezey, J.; et al.
Genome-wide association mapping reveals a rich genetic architecture of complex traits in Oryza sativa. Nat. Commun. 2011, 2, 467.
[CrossRef]

29. Wang, C.; Yang, Y.; Yuan, X.; Xu, Q.; Feng, Y.; Yu, H.; Wang, Y.; Wei, X. Genome-wide association study of blast resistance in indica
rice. BMC Plant Biol. 2014, 14, 311. [CrossRef]

30. Wang, X.; Jia, M.H.; Ghai, P.; Lee, F.N.; Jia, Y. Genome-Wide Association of Rice Blast Disease Resistance and Yield-Related
Components of Rice. Mol. Plant Microbe Interact. 2015, 28, 1383–1392. [CrossRef]

31. Zhu, D.; Kang, H.; Li, Z.; Liu, M.; Zhu, X.; Wang, Y.; Wang, D.; Wang, Z.; Liu, W.; Wang, G.L. A Genome-Wide Association Study
of Field Resistance to Magnaporthe Oryzae in Rice. Rice 2016, 9, 44. [CrossRef] [PubMed]

32. Kang, H.; Wang, Y.; Peng, S.; Zhang, Y.; Xiao, Y.; Wang, D.; Qu, S.; Li, Z.; Yan, S.; Wang, Z.; et al. Dissection of the genetic
architecture of rice resistance to the blast fungus Magnaporthe oryzae. Mol. Plant Pathol. 2016, 17, 959–972. [CrossRef] [PubMed]

33. Mgonja, E.M.; Park, C.H.; Kang, H.; Balimponya, E.G.; Opiyo, S.; Bellizzi, M.; Mutiga, S.K.; Rotich, F.; Ganeshan, V.D.; Mabagala,
R.; et al. Genotyping-by-Sequencing-Based Genetic Analysis of African Rice Cultivars and Association Mapping of Blast
Resistance Genes Against Magnaporthe oryzae Populations in Africa. Phytopathology 2017, 107, 1039–1046. [CrossRef] [PubMed]

34. Lin, H.A.; Chen, S.Y.; Chang, F.Y.; Tung, C.W.; Chen, Y.C.; Shen, W.C.; Chen, R.S.; Wu, C.W.; Chung, C.L. Genome-wide association
study of rice genes and loci conferring resistance to Magnaporthe oryzae isolates from Taiwan. Bot. Stud. 2018, 59, 32. [CrossRef]
[PubMed]

35. Volante, A.; Tondelli, A.; Desiderio, F.; Abbruscato, P.; Menin, B.; Biselli, C.; Casella, L.; Singh, N.; McCouch, S.R.;
Tharreau, D.; et al. Genome wide association studies for japonica rice resistance to blast in field and controlled conditions. Rice
2020, 13, 71. [CrossRef]

36. Frontini, M.; Boisnard, A.; Frouin, J.; Ouikene, M.; Morel, J.B.; Ballini, E. Genome-wide association of rice response to blast fungus
identifies loci for robust resistance under high nitrogen. BMC Plant Biol. 2021, 21, 99. [CrossRef]

37. Yano, K.; Yamamoto, E.; Aya, K.; Takeuchi, H.; Lo, P.C.; Hu, L.; Yamasaki, M.; Yoshida, S.; Kitano, H.; Hirano, K.; et al. Genome-
wide association study using whole-genome sequencing rapidly identifies new genes influencing agronomic traits in rice. Nat.
Genet 2016, 48, 927–934. [CrossRef]

http://doi.org/10.1093/emboj/19.15.4004
http://www.ncbi.nlm.nih.gov/pubmed/10921881
http://doi.org/10.1016/j.chom.2010.04.010
http://doi.org/10.1534/genetics.108.099226
http://doi.org/10.1534/genetics.108.095034
http://doi.org/10.1111/j.1469-8137.2010.03462.x
http://doi.org/10.1111/j.1365-313X.2011.04502.x
http://doi.org/10.1007/s00122-012-1894-7
http://www.ncbi.nlm.nih.gov/pubmed/22643901
http://doi.org/10.1038/ng.695
http://www.ncbi.nlm.nih.gov/pubmed/20972439
http://doi.org/10.1038/ng.1018
http://www.ncbi.nlm.nih.gov/pubmed/22138690
http://doi.org/10.1016/j.molp.2017.03.009
http://doi.org/10.1186/s12864-015-2245-2
http://doi.org/10.1371/journal.pone.0174598
http://doi.org/10.1186/s12284-019-0351-5
http://doi.org/10.1038/ncomms1467
http://doi.org/10.1186/s12870-014-0311-6
http://doi.org/10.1094/MPMI-06-15-0131-R
http://doi.org/10.1186/s12284-016-0116-3
http://www.ncbi.nlm.nih.gov/pubmed/27576685
http://doi.org/10.1111/mpp.12340
http://www.ncbi.nlm.nih.gov/pubmed/26574735
http://doi.org/10.1094/PHYTO-12-16-0421-R
http://www.ncbi.nlm.nih.gov/pubmed/28719243
http://doi.org/10.1186/s40529-018-0248-4
http://www.ncbi.nlm.nih.gov/pubmed/30578469
http://doi.org/10.1186/s12284-020-00431-2
http://doi.org/10.1186/s12870-021-02864-3
http://doi.org/10.1038/ng.3596


Int. J. Mol. Sci. 2022, 23, 5668 18 of 19

38. Atwell, S.; Huang, Y.S.; Vilhjálmsson, B.J.; Willems, G.; Horton, M.; Li, Y.; Meng, D.; Platt, A.; Tarone, A.M.; Hu, T.T.; et al.
Genome-wide association study of 107 phenotypes in Arabidopsis thaliana inbred lines. Nature 2010, 465, 627–631. [CrossRef]

39. Aranzana, M.J.; Kim, S.; Zhao, K.; Bakker, E.; Horton, M.; Jakob, K.; Lister, C.; Molitor, J.; Shindo, C.; Tang, C.; et al. Genome-wide
association mapping in Arabidopsis identifies previously known flowering time and pathogen resistance genes. PLoS Genet. 2005,
1, e60. [CrossRef]

40. Fang, N.; Wang, R.; He, W.; Yin, C.; Guan, C.; Chen, H.; Huang, J.; Wang, J.; Bao, Y.; Zhang, H. QTL mapping of panicle blast
resistance in japonica landrace heikezijing and its application in rice breeding. Mol. Breed. 2016, 36, 171. [CrossRef]

41. Islam, M.T.; Croll, D.; Gladieux, P.; Soanes, D.M.; Persoons, A.; Bhattacharjee, P.; Hossain, M.S.; Gupta, D.R.; Rahman, M.M.;
Mahboob, M.G.; et al. Emergence of wheat blast in Bangladesh was caused by a South American lineage of Magnaporthe oryzae.
BMC Biol. 2016, 14, 84. [CrossRef]

42. Kalia, S.; Rathour, R. Current status on mapping of genes for resistance to leaf- and neck-blast disease in rice. 3 Biotech 2019, 9, 209.
[CrossRef]

43. Chen, J.; Shi, Y.; Liu, W.; Chai, R.; Fu, Y.; Zhuang, J.; Wu, J. A Pid3 allele from rice cultivar Gumei2 confers resistance to Magnaporthe
oryzae. J. Genet. Genom. 2011, 38, 209–216. [CrossRef] [PubMed]

44. Fukuoka, S.; Saka, N.; Koga, H.; Ono, K.; Shimizu, T.; Ebana, K.; Hayashi, N.; Takahashi, A.; Hirochika, H.; Okuno, K.; et al.
Loss of function of a proline-containing protein confers durable disease resistance in rice. Science 2009, 325, 998–1001. [CrossRef]
[PubMed]

45. Liu, M.-H.; Kang, H.; Xu, Y.; Peng, Y.; Wang, D.; Gao, L.; Wang, X.; Ning, Y.; Wu, J.; Liu, W.; et al. Genome-wide association
study identifies an NLR gene that confers partial resistance to Magnaporthe oryzae in rice. Plant Biotechnol. J. 2020, 18, 1376–1383.
[CrossRef] [PubMed]

46. Singh, R.; Dangol, S.; Chen, Y.; Choi, J.; Cho, Y.S.; Lee, J.E.; Choi, M.O.; Jwa, N.S. Magnaporthe oryzae Effector AVR-Pii Helps to
Establish Compatibility by Inhibition of the Rice NADP-Malic Enzyme Resulting in Disruption of Oxidative Burst and Host
Innate Immunity. Mol. Cells 2016, 39, 426–438.

47. Wang, G.L.; Valent, B. Durable resistance to rice blast. Science 2017, 355, 906–907. [CrossRef]
48. Jiang, J.; Mou, T.; Yu, H.; Zhou, F. Molecular breeding of thermo-sensitive genic male sterile (TGMS) lines of rice for blast

resistance using Pi2 gene. Rice 2015, 8, 11. [CrossRef]
49. Luo, W.; Huang, M.; Guo, T.; Xiao, W.; Wang, J.; Yang, G.; Liu, Y.; Wang, H.; Chen, Z.; Zhuang, C.; et al. Marker-assisted

selection for rice blast resistance genes Pi2 and Pi9 through high-resolution melting of a gene-targeted amplicon. Plant Breed.
2017, 136, 67–73. [CrossRef]

50. Yang, D.; Tang, J.; Yang, D.; Chen, Y.; Ali, J.; Mou, T. Improving rice blast resistance of Feng39S through molecular marker-assisted
backcrossing. Rice 2019, 12, 70. [CrossRef]

51. Liu, J.; Wang, X.; Mitchell, T.; Hu, Y.; Liu, X.; Dai, L.; Wang, G.L. Recent progress and understanding of the molecular mechanisms
of the rice-Magnaporthe oryzae interaction. Mol. Plant Pathol. 2010, 11, 419–427. [CrossRef] [PubMed]

52. Mundt, C.C. Durable resistance: A key to sustainable management of pathogens and pests. Infect. Genet. Evol. 2014, 27, 446–455.
[CrossRef] [PubMed]

53. Nguyen, T.T.; Koizumi, S.; La, T.N.; Zenbayashi, K.S.; Ashizawa, T.; Yasuda, N.; Imazaki, I.; Miyasaka, A. Pi35(t), a new gene
conferring partial resistance to leaf blast in the rice cultivar Hokkai 188. Theor. Appl. Genet 2006, 113, 697–704. [CrossRef]
[PubMed]

54. Hayashi, K.; Yoshida, H. Refunctionalization of the ancient rice blast disease resistance gene Pit by the recruitment of a
retrotransposon as a promoter. Plant J. 2009, 57, 413–425. [CrossRef]

55. Li, Y.; Xia, Q.; Kou, H.; Wang, D.; Lin, X.; Wu, Y.; Xu, C.; Xing, S.; Liu, B. Induced Pib Expression and Resistance to Magnaporthe
grisea are Compromised by Cytosine Demethylation at Critical Promoter Regions in Rice. J. Integr. Plant Biol. 2011, 53, 814–823.
[CrossRef]

56. Xu, X.; Hayashi, N.; Wang, C.T.; Fukuoka, S.; Kawasaki, S.; Takatsuji, H.; Jiang, C.J. Rice blast resistance gene Pikahei-1(t), a
member of a resistance gene cluster on chromosome 4, encodes a nucleotide-binding site and leucine-rich repeat protein. Mol.
Breed. 2014, 34, 691–700. [CrossRef]

57. Shen, Q.H.; Saijo, Y.; Mauch, S.; Biskup, C.; Bieri, S.; Keller, B.; Seki, H.; Ulker, B.; Somssich, I.E.; Schulze-Lefert, P. Nuclear activity
of MLA immune receptors links isolate-specific and basal disease-resistance responses. Science 2007, 315, 1098–1103. [CrossRef]

58. Wirthmueller, L.; Zhang, Y.; Jones, J.D.; Parker, J.E. Nuclear accumulation of the Arabidopsis immune receptor RPS4 is necessary
for triggering EDS1-dependent defense. Curr. Biol. 2007, 17, 2023–2029. [CrossRef]

59. Bhattacharjee, S.; Halane, M.K.; Kim, S.H.; Gassmann, W. Pathogen effectors target Arabidopsis EDS1 and alter its interactions
with immune regulators. Science 2011, 334, 1405–1408. [CrossRef]

60. Heidrich, K.; Wirthmueller, L.; Tasset, C.; Pouzet, C.; Deslandes, L.; Parker, J.E. Arabidopsis EDS1 connects pathogen effector
recognition to cell compartment-specific immune responses. Science 2011, 334, 1401–1404. [CrossRef]

61. Karasov, T.L.; Chae, E.; Herman, J.J.; Bergelson, J. Mechanisms to Mitigate the Trade-Off between Growth and Defense. Plant Cell
2017, 29, 666–680. [CrossRef] [PubMed]

62. Wang, J.; Long, X.; Chern, M.; Chen, X. Understanding the molecular mechanisms of trade-offs between plant growth and
immunity. Sci. China Life Sci. 2021, 64, 234–241. [CrossRef] [PubMed]

http://doi.org/10.1038/nature08800
http://doi.org/10.1371/journal.pgen.0010060
http://doi.org/10.1007/s11032-016-0603-7
http://doi.org/10.1186/s12915-016-0309-7
http://doi.org/10.1007/s13205-019-1738-0
http://doi.org/10.1016/j.jgg.2011.03.010
http://www.ncbi.nlm.nih.gov/pubmed/21621742
http://doi.org/10.1126/science.1175550
http://www.ncbi.nlm.nih.gov/pubmed/19696351
http://doi.org/10.1111/pbi.13300
http://www.ncbi.nlm.nih.gov/pubmed/31742855
http://doi.org/10.1126/science.aam9517
http://doi.org/10.1186/s12284-015-0048-3
http://doi.org/10.1111/pbr.12447
http://doi.org/10.1186/s12284-019-0329-3
http://doi.org/10.1111/j.1364-3703.2009.00607.x
http://www.ncbi.nlm.nih.gov/pubmed/20447289
http://doi.org/10.1016/j.meegid.2014.01.011
http://www.ncbi.nlm.nih.gov/pubmed/24486735
http://doi.org/10.1007/s00122-006-0337-8
http://www.ncbi.nlm.nih.gov/pubmed/16838138
http://doi.org/10.1111/j.1365-313X.2008.03694.x
http://doi.org/10.1111/j.1744-7909.2011.01070.x
http://doi.org/10.1007/s11032-014-0067-6
http://doi.org/10.1126/science.1136372
http://doi.org/10.1016/j.cub.2007.10.042
http://doi.org/10.1126/science.1211592
http://doi.org/10.1126/science.1211641
http://doi.org/10.1105/tpc.16.00931
http://www.ncbi.nlm.nih.gov/pubmed/28320784
http://doi.org/10.1007/s11427-020-1719-y
http://www.ncbi.nlm.nih.gov/pubmed/32710363


Int. J. Mol. Sci. 2022, 23, 5668 19 of 19

63. Chen, H.; Iqbal, M.; Yang, R.-C.; Spaner, D. Effect of Lr34/Yr18 on agronomic and quality traits in a spring wheat mapping
population and implications for breeding. Mol. Breed. 2016, 36, 53. [CrossRef]

64. Piffanelli, P.; Zhou, F.; Casais, C.; Orme, J.; Jarosch, B.; Schaffrath, U.; Collins, N.C.; Panstruga, R.; Schulze-Lefert, P. The barley
MLO modulator of defense and cell death is responsive to biotic and abiotic stress stimuli. Plant Physiol. 2002, 129, 1076–1085.
[CrossRef]

65. Büschges, R.; Hollricher, K.; Panstruga, R.; Simons, G.; Wolter, M.; Frijters, A.; van Daelen, R.; van der Lee, T.; Diergaarde, P.;
Groenendijk, J.; et al. The Barley Mlo Gene: A Novel Control Element of Plant Pathogen Resistance. Cell 1997, 88, 695–705.
[CrossRef]

66. Gao, M.; He, Y.; Yin, X.; Zhong, X.; Yan, B.; Wu, Y.; Chen, J.; Li, X.; Zhai, K.; Huang, Y.; et al. Ca2+ sensor-mediated ROS scavenging
suppresses rice immunity and is exploited by a fungal effector. Cell 2021, 184, 5391–5404.e17. [CrossRef]

67. Wang, J.F.; He, X.J.; Zhang, H.S.; Chen, Z.Y. Genetic analysis of blast resistance in japonica rice landrace heikezijing from Taihu
region. Yi Chuan Xue Bao 2002, 29, 803–807.

68. Zhu, X.; Chen, S.; Yang, J.; Zhou, S.; Zeng, L.; Han, J.; Su, J.; Wang, L.; Pan, Q. The identification of Pi50(t), a new member of the
rice blast resistance Pi2/Pi9 multigene family. Theor. Appl. Genet 2012, 124, 1295–1304. [CrossRef]

69. Hayashi, K.; Hashimoto, N.; Daigen, M.; Ashikawa, I. Development of PCR-based SNP markers for rice blast resistance genes at
the Piz locus. Theor. Appl. Genet 2004, 108, 1212–1220. [CrossRef]

70. Purcell, S.; Neale, B.; Todd-Brown, K.; Thomas, L.; Ferreira, M.A.; Bender, D.; Maller, J.; Sklar, P.; de Bakker, P.I.; Daly, M.J.; et al.
PLINK: A tool set for whole-genome association and population-based linkage analyses. Am. J. Hum. Genet. 2007, 81, 559–575.
[CrossRef]

71. Bradbury, P.J.; Zhang, Z.; Kroon, D.E.; Casstevens, T.M.; Ramdoss, Y.; Buckler, E.S. TASSEL: Software for association mapping of
complex traits in diverse samples. Bioinformatics 2007, 23, 2633–2635. [CrossRef] [PubMed]

72. Kang, H.M.; Sul, J.H.; Service, S.K.; Zaitlen, N.A.; Kong, S.Y.; Freimer, N.B.; Sabatti, C.; Eskin, E. Variance component model to
account for sample structure in genome-wide association studies. Nat. Genet. 2010, 42, 348–354. [CrossRef] [PubMed]

73. Lv, Y.; Guo, Z.; Li, X.; Ye, H.; Li, X.; Xiong, L. New insights into the genetic basis of natural chilling and cold shock tolerance in
rice by genome-wide association analysis. Plant Cell Environ. 2016, 39, 556–570. [CrossRef] [PubMed]

74. McCouch, S.R.; Wright, M.H.; Tung, C.W.; Maron, L.G.; McNally, K.L.; Fitzgerald, M.; Singh, N.; DeClerck, G.; Agosto-Perez, F.;
Korniliev, P.; et al. Open access resources for genome-wide association mapping in rice. Nat. Commun. 2016, 7, 10532. [CrossRef]
[PubMed]

http://doi.org/10.1007/s11032-016-0478-7
http://doi.org/10.1104/pp.010954
http://doi.org/10.1016/S0092-8674(00)81912-1
http://doi.org/10.1016/j.cell.2021.09.009
http://doi.org/10.1007/s00122-012-1787-9
http://doi.org/10.1007/s00122-003-1553-0
http://doi.org/10.1086/519795
http://doi.org/10.1093/bioinformatics/btm308
http://www.ncbi.nlm.nih.gov/pubmed/17586829
http://doi.org/10.1038/ng.548
http://www.ncbi.nlm.nih.gov/pubmed/20208533
http://doi.org/10.1111/pce.12635
http://www.ncbi.nlm.nih.gov/pubmed/26381647
http://doi.org/10.1038/ncomms10532
http://www.ncbi.nlm.nih.gov/pubmed/26842267

	Introduction 
	Results 
	Panicle Blast Resistance Evaluation of RDP1 
	Identification of Panicle Blast Resistance Loci in Rice Genome 
	Screening and Determination of Candidate Genes 
	Cloning of Panicle Blast Resistance Gene Pb2 
	Specific Expression Analysis of Pb2 
	Pb2 Associated with Panicle and Leaf Blast Resistance 

	Discussion 
	Materials and Methods 
	Plant Materials and Growth Conditions 
	Blast Inoculation and Disease Evaluation 
	Genome-Wide Association Study 
	RNA Isolation and qPCR Analysis 
	Plasmid Construction 
	Subcellular Localization 
	Pb2Pro::GUS Staining Assay 
	Data Analysis 

	References

