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Abstract: Spot blotch (SB) caused by Bipolaris sorokiniana (Sacc.) Shoem is a destructive fungal
disease affecting wheat and many other crops. Synthetic hexaploid wheat (SHW) offers opportunities
to explore new resistance genes for SB for introgression into elite bread wheat. The objectives of
our study were to evaluate a collection of 441 SHWs for resistance to SB and to identify potential
new genomic regions associated with the disease. The panel exhibited high SB resistance, with
250 accessions showing resistance and 161 showing moderate resistance reactions. A genome-wide
association study (GWAS) revealed a total of 41 significant marker–trait associations for resistance to
SB, being located on chromosomes 1B, 1D, 2A, 2B, 2D, 3A, 3B, 3D, 4A, 4D, 5A, 5D, 6D, 7A, and 7D; yet
none of them exhibited a major phenotypic effect. In addition, a partial least squares regression was
conducted to validate the marker–trait associations, and 15 markers were found to be most important
for SB resistance in the panel. To our knowledge, this is the first GWAS to investigate SB resistance in
SHW that identified markers and resistant SHW lines to be utilized in wheat breeding.

Keywords: foliar disease; spot blotch; genome-wide association study; synthetic hexaploid wheat;
partial least squares regression

1. Introduction

Wheat (Triticum aestivum L.) is the most widely consumed food grain in the world.
Global wheat production must therefore increase to meet the growing demand estimated
for the next three decades [1]. It will be paramount to combine climate resilience, yield
potential, and disease resistance in single wheat genotypes which could be grown across
diverse environments. Known challenges that limit increased production rates are rapid
climate change and emergence of new pathogenic variants. Foliar diseases, in particular,
have become increasingly relevant for wheat in recent years, leading to significant losses in
grain yield and quality [2]. Some of the factors driving foliar diseases are the commercial
cultivation of susceptible varieties, the rapid evolution of causal pathogens, climate change,
and unfavorable agricultural practices, which often lead to severe disease epidemics. About
21.5% of the global wheat production is lost each year to diseases [2], the majority of the
losses attributed to fungal pathogens infecting multiple wheat organs such as root, stem,
leaf, spike, and grain.

Spot blotch (SB) is caused by the fungus Bipolaris sorokiniana (Sacc.) Shoem syn.
Drechslera sorokiniana (Sacc.) Subrm and Jain (syn. Helminthosporium sativum, teleomorph
Cochliobolus sativus) and is considered one of the most destructive fungal diseases in humid
and high temperature regions; they not only affect wheat, but also several other small
grains worldwide such as barley, rye, and triticale [3–9]. The SB pathogen can infect
all plant organs, but particularly leaves and grain; thus, reducing plant photosynthetic
efficiency and grain quality. SB has a wide range of hosts among wild and cultivated
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Poaceae species [10–12]. SB symptoms are characterized by light to dark brown lesions on
leaves, oval to elongated in shape [13], that extend and merge very quickly, resulting in
tissue death.

The importance of SB in production losses has been widely documented. On average,
yield loss of 15–20% due to SB has been reported in several countries under favorable
climate conditions, yet the yield losses can reach up to 70% in susceptible varieties [14–16].
The growing threat of SB due to rising global temperatures and the accelerated evolution
of pathogenic races have recently caught the attention of plant breeders and pathologists
and created a sense of urgency for the identification of new sources of SB resistance.

The commercial cultivation of SB-resistant varieties is the most sustainable and cost-
effective strategy to manage the losses incurred by SB [17–19]. Cultivar development for
resistance to SB is slow due to the quantitative nature of resistance and a limited number
of genes are known to have a major effect. Four SB resistance genes with major effects
have been named to date, i.e., Sb1 through Sb4 [20–23]. Furthermore, several QTLs with
minor effects have been found on almost all wheat chromosomes [24–27]. Most gene
discovery studies undertaken to date have used biparental mapping populations, while a
genome-wide association study (GWAS) using historical recombination usually provides
a better resolution than bi-parental mapping. GWAS for resistance to SB found minor
QTLs on chromosomes 2D, 3A, 4A, 4B, 5A, and 7B [28]; 1A, 1B, 1D, 4A, 5A, 5B, 6A, 6B,
6D, 7A, 7B [29]; and 1B, 3B 7B and 7D [30]. Recently, Bainsla et al. [31] found 25 marker–
trait associations (MTAs) on 13 chromosomes explaining between 2.0 and 17.7% of the
phenotypic variance. Tomar et al. [32] reported four new QTLs for resistance to SB in
spring wheat on chromosomes 1A, 1D, 2B, and 6D. Most of the studies for resistance to SB
concentrated on spring wheat, and only a few focused on winter wheat germplasm.

To identify novel and more effective sources, synthetic hexaploid wheat (SHW)
(2n = 6x = 42; AABBDD), derived from a cross between Triticum turgidum L. (2n = 4x = 28;
AABB) and Aegilops tauschii syn. Ae. squarossa (2n = 2x = 14; DD), could be an alternative
source of resistance to SB as envisaged from other studies [33,34]. Previously, considerable
levels of genetic variation were already recorded among SHW developed by the Wide
Crosses Program of the International Maize and Wheat Improvement Center (CIMMYT)
for different agronomic traits, disease resistance, and quality [33,35–37]. SHW was found
to be promising in terms of resistance to SB and a few SHW lines showed better resistance
than the resistant check variety ‘Mayoor’ [38].

Spot blotch is a major limiting factor for bread wheat production in hot and humid
regions, particularly the Indo-Gangetic plains of South Asia. Despite the extensive breed-
ing efforts, effective resistance to SB has not been observed in released cultivars, and
the most promising cultivars have been found to be only partially resistant. Numerous
studies have indicated that resistance to SB is polygenic, and multiple QTLs have been
reported [24,26]. In CIMMYT, four biparental bread wheat populations were recently tested
for SB resistance under Mexican environments, where several QTLs with minor effects
were identified [24,25]. The same populations were further evaluated in South Asia with
similar results, all QTLs presenting minor effects [26,27].

However, to our knowledge, no large-scale systematic screening and genetic study
for SB resistance have been performed yet on SHW. Therefore, the objectives of this study
were to (1) evaluate a set of 441 primary SHW lines for SB resistance under controlled
environmental conditions and (2) to apply GWAS to identify potential new genomic regions
of resistance that are not yet present in elite bread wheat germplasm.

2. Materials and Methods
2.1. Plant Material

A total of 441 SHW lines, generated by the CIMMYT’s Wide Crosses Program via
hybridizing 40 durum wheat (DW) parents and 277 Ae. tauschii accessions, were used in
this study. The DW parents were involved in 1–54 crosses and the Ae. tauschii accessions
were used in 1–7 crosses (Supplementary Table S1). The SHWs were selected from a larger
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collection of 1524 SHWs for their resistance to diseases such as Fusarium head blight,
Septoria tritici blotch, rusts, and have acceptable agronomic traits such as plant height and
days to heading [34].

2.2. Phenotypic Evaluations of Spot Blotch

The disease screening was carried out in a greenhouse at CIMMYT, El Batán, Mexico
(19◦31′ N, 98◦50′ W, elevation 2249 m above sea level) during 2018 and 2019. All 441 SHWs,
along with the 40 DW parents and four checks including Chirya 3 (resistant), Sonalika
and Ciano T79 (susceptible) and Francolin (moderately susceptible) were evaluated for
SB resistance at the seedling stage, while the Ae. tauschii accessions could not be screened
due to their nature and growth as a wild species. The seeds of SHW lines were vernalized
to break down seed dormancy and to obtain an even germination. Experiments were
planned in a randomized complete block design with six replicates for the SHW and eight
replicates for the DW parents, with four plants per entry—grown in plastic containers as
experimental units to obtain average values for their subsequent analysis. The size of the
containers was 26.5 cm long, 20.5 cm wide, and 5 cm high. The seedlings were grown under
controlled conditions with an ambient temperature of 22–25/16–18 ◦C (day/night) and
with a 16 h photoperiod.

For disease expression, the isolate CIMFU 483 of Mexican Bipolaris sorokiniana (BSG40M2),
a monosporic strain isolated from wheat collected in Agua Fria, Mexico, was used. This
isolate is a ToxA producer, which was confirmed based on inoculation experiments with
differential genotypes, infiltration experiments, and PCR with the ToxA1/ToxA2 primers.
The isolate was grown in a 30% V8 media [39], and the conidia concentration for inoculation
was adjusted to 7500 spores mL−1 using a Neubauer counting chamber. One drop of Tween
20 (a surfactant reagent) was added for every 100 mL of spore suspension.

Seedlings were inoculated at the two-leaf stage, when the second leaf was fully ex-
panded, or two weeks after sowing. The seedlings were inoculated with a conidial sus-
pension of the CIMFU 483 isolate until the leaves were at dew point. This inoculum was
sprayed four times every 20–30 min using a hand sprayer. After the leaves dried, the
trays were moved to a mist chamber (RH 100%, 22–24 ◦C) to promote infection. After
48 h, the plants were transferred back to the greenhouse bench. Seedling response was
evaluated seven days post inoculation following the 1–5 ordinal lesion rating scale de-
veloped by Lamari and Bernier [40], which is based on the lesion type shown on the
second leaf. The genotypes were grouped based on the mean score of replicates follow-
ing 1.0–1.5 = Resistant (R); 1.6–2.5 = Moderately Resistant (MR); 2.6–3.5 = Moderately
Susceptible (MS); and 3.6–5.0 = Susceptible (S).

2.3. Genotyping

Genomic DNA was extracted from the second leaf (0.25 mg per entry) of 10-day-old
seedlings of each line of the SHW using the modified cetyltrimethyl ammonium bromide
(CTAB) method described in the CIMMYT laboratory protocols [41]. The high-throughput
genotyping method DArTseqTM [42] was applied to all samples in the Genetic Analysis
Service for Agriculture (SAGA) in CIMMYT, El Batan, Mexico.

Briefly, DArTseq is a complexity reduction method that includes two enzymes (PstI
and HpaII) to create a genome representation of the set of samples. The PstI-RE site-
specific adapter is tagged with 96 different barcodes, enabling the multiplexing of a 96-well
microtiter plate with equimolar amounts of amplification products to run in an Illumina
sequencer Novaseq6000 (Illumina Inc., San Diego, CA, USA). The successfully amplified
fragments are sequenced with up to 83 bases, generating approximately 500,000 unique
reads per sample. A proprietary analytical pipeline developed by DArT P/L was used to
generate allele calls for SNP and presence/absence variation (PAV) markers [42]. A 100K
consensus map [43] was used to obtain genetic positions of the SNPs in addition to the
alignments to the reference genomes.
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From the complete set of 441 SHW lines, 438 were genotyped and used for Genome
Wide Association Study (GWAS). A total of 67,436 markers were scored, out of which 50%
(34,790) could be aligned to reference genomes. Quality control was carried out based on
the minimum lack of alleles, resulting in 5800 markers to be used for GWAS. The reference
genomes used in this study were Chinese Spring IWGSC RefSeq v1.0 genome assembly [44]
and durum wheat (cv. Svevo) Ref Seq Rel. 1.0 [45], along with the reference genome of
Ae. tauschii (v.4, 2017) [46].

2.4. Statistical Analysis and Genome-Wide Association Study

For the disease data, statistical analyses were performed using the Statistical Analysis
System version 9.1 [47]. An analysis of variance (ANOVA) was conducted on the average
reactions of the SHW, the DW parents, and SB checks. The Best Linear Unbiased Estimates
(BLUE) were computed for each of the 441 SHW genotypes and later used to conduct
GWAS using the TASSEL (Trait Analysis by Association Evolution and Linkage) software
ver. 5.2.73 [48].

The mixed linear model (MLM) by Yu et al. [49] was used to simultaneously include
the level of relatedness based on marker data and identical by descent (IBD) computed from
the coefficient of parentage, which controls population structure. Additionally, population
structure was controlled by fitting the first five principal components (PC) from the kinship
matrix taken as the fixed variate and the coefficient of parentage (COP) as the random
variable. The false-discovery rate (FDR) was used to assess the significance of the p-value
(<0.05) [49]. The allelic effects of the significant MTAs were estimated as the difference
between the mean value of lines, with and without the favorable alleles, and were presented
as box plots.

2.5. Partial Least Squares Regression

We used the Partial Least Squares (PLS) method to apply the results of GWAS analyses
to practical application to breeding. Extensive studies to assess the importance of environ-
mental and genotypic covariables in multi-environment plant breeding trials were carried
out using the PLS method [50–53].

In the context of this study, the PLS relates in a single estimation procedure (1) the
two-way table of phenotypic measurements of SB of the SHW lines in 6 replicates in
the greenhouse (and on the mean across the six replicated) and (2) the total number of
significant markers found in the current GWAS study (41 explanatory variables). PLS
regression describes explanatory (markers) as linear combinations of the complete set of
measures of SB on SHW cultivars with no limit to the number of marker covariables or to
the number of SHW lines that can be used.

3. Results
3.1. Resistance to Spot Blotch at the Seedling Stage

The SB development observed during seedling evaluation in the greenhouse was even
and consistent. ANOVA showed significant differences among SHWs (p < 0.001). The
checks Chirya 3, Sonalika, Ciano T79, and Francolin displayed scores of 1.4, 4.0, 4.0, and
2.8, respectively (Table 1), verifying the identity of the B. sorokiniana isolate used and a
successful inoculation.

Most of the 441 SHW lines displayed resistant and moderately resistant reactions
(Supplementary Table S1), i.e., 250 (56.7%) showed resistance (R) and 161 (36.5%) showed
moderate resistance (MR) reactions with disease scores of 1.0–2.5, comparable to the
resistant check Chirya 3. Only 30 SHWs (6.8%) were moderately susceptible (MS) or
susceptible (S) with disease scores of 3.0–4.1. These scores were still lower than the scores
of the susceptible checks, Sonalika, and Ciano T79 (Table 1 and Figure 1).
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Table 1. Spot blotch (SB) reactions of 40 durum wheat (DW) parents, their respective synthetic
hexaploid wheat (SHW) and four checks. Reactions are defined as Resistant (R, 1.0–1.5), Moderately
Resistant (MR, 1.6–2.5), Moderately Susceptible (MS, 2.6–3.5), and Susceptible (S, 3.6–5.0). For 18 SHW
lines, their DW parents were not identified.

Pedigree of the DW Parents
DW Parents Number of

Progeny
(Ae. tauschii)

SHW

SB
Score

Reaction
Type

Mean SB
Scores

Mean
Reaction Type

68.111/RGB-U//WARD 3.6 S 7 1.7 MR
68.111/RGB-U//WARD

RESEL/3/STIL 3.4 MS 1 1.5 R

68.111/RGB-
U//WARD/3/FGO/4/RABI 3.2 MS 31 1.5 R

68112/WARD 3.2 MS 3 1.3 R
6973/WARD.7463//74110 3.1 MS 13 1.3 R

ACONCHI 89 3.0 MS 2 1.7 MR
ALG86/4/FGO/PALES//MEXI_1/3/

RUFF/FGO/5/ENTE 2.7 MS 31 1.5 R

ALTAR 84 2.6 MS 1 2.3 MR
ARLIN_1 2.5 MR 4 1.6 MR
BOTNO 2.5 MR 30 1.8 MR

CERCETA 2.4 MR 13 1.5 R
CHEN_7 2.3 MR 4 1.5 R

CPI8/GEDIZ/3/GOO//ALB/CRA 2.3 MR 12 1.4 R
CROC_1 2.3 MR 3 1.7 MR

D67.2/PARANA 66.270 2.3 MR 31 1.8 R
DECOY 1 2.2 MR 1 1.8 MR
DVERD_2 2.1 MR 4 1.6 MR
FALCIN_1 2.0 MR 39 1.5 R

FGO/USA2111 2.0 MR 3 1.9 MR
GAN 1.9 MR 7 2.1 MR

GARZA/BOY 1.8 MR 3 2.6 MS
GREEN 1.7 MR 4 2.0 MR

KAPUDE_1 1.5 R 13 1.6 MR
LARU 1.4 R 30 1.5 R

LCK59.61 1.3 R 54 1.8 MR
LOCAL RED 1.3 R 4 1.5 R

RABI//GS/CRA 1.3 R 6 1.9 MR
RASCON 1.3 R 1 1.0 R

ROK/KML 1.3 R 20 1.8 MR
SCAUP 1.3 R 7 1.9 MR

SCOOP_1 1.2 R 3 1.2 R
SCOT/MEXI_1 1.2 R 2 1.2 R

SHAG_22 1.1 R 2 1.9 MR
SNIPE/YAV79//DACK/TEAL 1.1 R 4 1.3 R

SORA 1.1 R 1 1.4 R
STY,DR/CELTA//PALS/3/SRN_5 1.1 R 14 1.6 MR

TK SN1081 1.0 R 7 1.3 R
YAR 1.0 R 5 1.8 MR

YARMUK 1.0 R 4 1.9 MR
YAV_2/TEZ 1.0 R 1 1.3 R

Chirya 3 (R check) 1.3 R - 1.4 R
Sonalika (S check) 4.2 S - 4.0 S

Ciano T79 (S check) 4.3 S - 4.0 S
Francolin (MS check) 2.7 MS - 2.8 MS
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Figure 1. Histogram of spot blotch (SB) scores for different reaction types, which include Resistant
(R, 1.0–1.5), Moderately Resistant (MR, 1.6–2.5), Moderately Susceptible (MS, 2.6–3.5), and Susceptible
(S, 3.6–5.0).(data extracted from Supplementary Table S1).

The SB reaction of DW parents revealed that 18 (45%) parents had reaction scores
of 1.0–1.5 (R) and 14 (35%) reaction scores of 1.6–2.5 (MR), developing mostly small dark
to maroon lesions on those that had extended 1–2 mm in length with chlorotic edges
during the initial infection. Eight entries (20%) were observed to have a mean reaction
score between 2.6 and 3.6, being considered moderately susceptible (MS) to susceptible (S),
whereas the leaves were observed to die/senescence when the light brown to dark brown
oval to elongated blotches extended and merged very quickly (Tables 1 and S1). The SB
reaction scores of the DW parents compared to the scores of the SHW indicated that the SB
resistance of SHW was likely inherited from both DW and Ae. tauschii parents.

3.2. Genome-Wide Association Study Using Different References Genomes

The first two principal components (PCs) based on the DArTSeq markers separated
two clear groups of entries of similar sizes and some entries in between, explaining around
34% of the total variability. This population structure was controlled by fitting the first five
PCs derived from the correlation matrix as fixed covariates. Additionally, the coefficient of
parentage used as a random variable to fit the GWAS mixed linear model (MLM) effectively
controlled the remaining population structure after fitting the first five PCs.

From the complete set of 441 SHW lines, 438 were genotyped and used for the Genome-
Wide Association Study (GWAS). A total of 67,436 markers were scored, out of which 50%
(34,790) could be aligned to reference genomes. Quality control was carried out based on
the minimum lack of alleles, resulting in 5800 markers to be used for GWAS.

Out of the DArTSeq markers that could be aligned to the whole genome sequence of
cv. Chinese Spring (CS, IWGSC RefSeq v1.0), 20 significant MTAs were identified as shown
in Table S2 and Figure 2, being located on chromosomes 1B (1), 1D (1), 2A (1), 2D (3), 3A (2),
3B (1), 3D (1), 4A (1), 5A (2), 5D (2) 6D (1), 7A (2), and 7D (2). The markers with the highest
allele substitution effects were located on chromosomes 7D (1.11), 3A (0.33), and 5D (0.32).
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Figure 2. Manhattan plots for spot blotch (SB) disease corresponding to the physical position of
Chinese spring Ref Seq ver.1.0. The p-values are shown on a log10 scale. The marker is considered
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Looking at the markers located on the 100 K consensus map, 32 significant MTAs were
detected, as shown in Table S3 and Figure 3, and found to be located on chromosomes
1B (7), 1D (2), 2A (2), 2B (3), 2D (2), 3B (2), 3D (2), 4A (3), 4D (1), 5A (2), 5B (1), 6B (1)
7A (3), and 7B (1). The markers with the highest allele substitution effects were located
on chromosomes 5B (1.12), 3B (0.53), and 2B (0.24). Nine MTAs based on the IWGSC Ref
Seq v1.0 overlapped with those presented in Table S3. Therefore, three MTAs showed the
same chromosome allocation on the genetic and physical maps, while six MTAs showed
different chromosome assignments (yet mainly homologous chromosomes) on both maps.

When markers aligned to the DW cultivar Svevo and the Ae. tauschii reference genomes
were considered, 10 MTAs were identified on chromosomes 1B (1), 2A (1), 2B (1), 2D (1),
3A (2), 3B (2), 4D (1), and 7A (1) (Table S4 and Figure 4). However, only three markers in
Table S4 coincided with those found in Tables S2 and S3. Marker ID 1240012 on chromosome
2B in Svevo was found to be on chromosome 7D when aligned to the physical map of CS
and on chromosome 5B in the 100K consensus map. The markers with the highest allele
substitution effects ranged from 1.10 (2B), 0.33 (3A), to 0.16 (3A).
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p-values are shown on a log10 scale. The marker is considered significant if log10 scale is 3 or higher.

Overall, a total of 41 genomic regions identified using the different maps are summa-
rized in Table 2. A re-alignment of the marker sequences to the ABD, AB, and D genomes
verified the physical position of several of the significant SNPs and could identify their phys-
ical positions across species. However, among all, 11 MTAs could not be assigned positions
on the physical map. Furthermore, 23 MTAs were found within annotated high-confidence
gene sequences, with 10 of these 23 candidate genes annotated in the CS reference genome,
6 in Svevo reference genome, and 7 in the Ae. tauschii reference genome (Supplementary
Table S5). These significant MTAs were detected on 15 chromosomes with the maximum
number of 5 MTAs on chromosome 1B and 1 each on 6D and 7B, and their R2 values varied
from 0.03 to 0.07. Among the five markers detected on chromosome 1B, the highest R2

value of 0.06 was found for marker ID 1145134 that is in proximity with marker ID 5582520,
with two other markers (IDs 4261287 and 7335825) distal to them and one (ID 100033209)
proximal to them. Three MTAs were found on chromosome 2A, with marker ID 1144884
exhibiting the highest R2 value of 0.07. Two MTAs on chromosome 5A (IDs 3570010 and
1046932) were found with low R2 values of 0.03 for each one. Allelic effects ranged from
0.01 to 1.11 for the MTAs on 4D (ID 2243087) and 7D (ID 1240012), respectively.
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Table 2. Significant marker–trait associations for seedling resistance to spot blotch, their position in different reference genomes, associated candidate genes, and
GWAS statistics. The table contains the physical position based on Chinese Spring (CS) reference genome, the chromosome and the genetic position based on cM, the
BLAST results against the CS, Svevo, and Ae. tauschii reference genomes, genes, freq. of resistance markers, p-values, Marker R2. −log10 p-values and effect of allele.

Chr. Marker
ID

Physical
Position
(CS) Ref
Seq v1.0)

Chr
Genetic
Position

(cM)

BLASTN to I
WGSC Ref Seq

V1.0

BLAST to Ref
Seq Svevo

BLAST to Ref
Seq Ae.
tauschii

Gene (s)

Frequency of
Resistance

Marker
Allele

p-Value Marker
R2

−log10
p-Value

Effect of
Allele

1B 4261287 1B 51.29 1B: 17,537,160–
17,537,233

no good
hit found

no good
hit found 0.88 9.83 × 10−4 0.04 3.01 −0.29

1B 7335825 1B 52.56 no good
hit found

no good
hit found

no good
hit found 0.83 4.96 × 10−4 0.04 3.30 −0.19

1B 5582520 1B 96.91 no good
hit found

no good
hit found

no good
hit found 0.89 2.70 × 10−4 0.04 3.57 −0.26

1B 1145134 406039536 1B 98.03 1B: 406,039,533–
406,039,608

1B: 399,260,866–
399,260,941 0.63 1.64 × 10−5 0.06 4.79 −0.05

1B 100033209 1B 139.32 no good
hit found

no good
hit found

no good
hit found 0.83 8.35 × 10−4 0.04 3.08 −0.66

1D 1065667 1D 12.27 1D: 6,248,618–
6,248,679

1D: 6,917,141–
6,917,202 0.94 4.50 × 10−4 0.04 3.35 0.23

1D 1125496 416590812 1B 51.289 1D: 416,590,808–
416,590,883

1D: 424,102,922–
424,102,997 AET1Gv20777500 0.82 3.36 × 10−4 0.03 3.47 NaN

1D 12779374 1D 130.64 1D: 486,387,813–
486,387,877

1B: 667,753,290–
667,753,354

1D: 493,826,928–
493,826,992

TraesCS1D02G441400
AET1Gv21021400

TRITD1Bv1G224330
0.12 6.25 × 10−4 0.04 3.20 0.00

2A 5573285 2A 45.45 no good
hit found

no good
hit found

no good
hit found 0.78 5.74 × 10−4 0.04 3.24 0.17

2A 1144884 583026867 2A: 583,026,863–
583,026,938

2A: 576,091,990–
576,092,065 0.77 2.50 × 10−4 0.07 5.60 0.02

2A 3533784 2A 123.66 aligns only to 2B 2A: 77,422,937–
77,422,941 0.64 9.75 × 10−4 0.04 3.01 −0.13

2B 7492146 107.03 no good
hit found

no good
hit found

no good
hit found 0.83 3.01 × 10−4 0.04 3.52 0.24

2B 100031252 55.48 no good
hit found

no good
hit found

no good
hit found 0.88 1.66 × 10−4 0.04 3.78 NaN

2D 1122278 21621448 2D 20.85 2D: 21,621,445–
21,621,520

2D: 22,832,366–
22,832,441 TraesCS2D02G054200 0.61 8.39 × 10−4 0.04 3.08 −0.14

2D 2243785 32640660 2B 40.74 2D: 32,640,657–
32,640,732

2D: 33,858,967–
33,859,042 TraesCS2D02G076500 0.86 2.46 × 10−4 0.04 3.61 −0.18

2D 1089634 509231294 2D: 509,231,291–
509,231,366

2D: 507,788,059–
507,788,134 AET2Gv20890600 0.05 3.10 × 10−4 0.05 4.51 0.03
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Table 2. Cont.

Chr. Marker
ID

Physical
Position
(CS) Ref
Seq v1.0)

Chr
Genetic
Position

(cM)

BLASTN to I
WGSC Ref Seq

V1.0

BLAST to Ref
Seq Svevo

BLAST to Ref
Seq Ae.
tauschii

Gene (s)

Frequency of
Resistance

Marker
Allele

p-Value Marker
R2

−log10
p-Value

Effect of
Allele

3A 1019955 474447292 6B 46.69 3A: 474,447,288–
474,447,363

3A: 477,078,635–
477,078,710 0.92 9.28 × 10−4 0.04 3.03 −0.46

3A 2279238 474554774 3A: 474,554,770–
474,554,845

3A: 477,190,300–
477,190,375 0.84 5.27 × 10−5 0.05 4.28 0.33

3B 4989766 3B 19.56 no good
hit found

no good
hit found

no good
hit found 0.81 1.97 × 10−4 0.04 3.71 0.53

3B 1283998 593544135.00 3B 68.53 3B: 593,544,132–
593,544,207

3B: 593,903,780–
593,903,855 TRITD3Bv1G194800 0.10 3.04 × 10−5 0.05 4.52 −0.02

3B 4992362 775474348.00 3B: 763,236,117–
763,236,191

3B: 775,474,345–
775,474,420

TraesCS3B02G520000
TRITD3Bv1G257410 0.21 9.91 × 10−4 0.04 3.00 0.02

3D 1074984 3D 61.81 3D: 401,883,953–
401,884,028

3D: 409,258,183–
409,258,258

TraesCS3D02G291900
AET3Gv20689000 0.86 9.10 × 10−4 0.04 3.04 0.17

3D 1011260 520678096 3D 82.16 3D: 520,678,093–
520,678,168

3D: 529,110,490–
529,110,565

TraesCS3D02G407000
AET3Gv20921800 0.21 1.83 × 10−4 0.04 3.74 −0.05

4A 1351280 629433955.00 4A: 629,433,952–
629,434,027

4A:623,641,790–
623,641,858 TraesCS4A02G355400 0.84 1.78 × 10−4 0.04 3.75 −0.06

4A 1162615 4A 96.08 4A: 661,535,726–
661,535,794

4A:661,278,198–
661,278,266 0.87 9.57 × 10−4 0.04 3.02 −0.26

4A 100036641 4A 96.36 no good
hit found

no good
hit found

no good
hit found 0.92 8.42 × 10−6 0.06 5.07 −0.39

4A 100039440 4A 113.91

aligns to many
chromosomes
but less than

100%

4A:693,427,125–
693,427,193

4A:693,425,785–
693,425,853

0.83 8.99 × 10−4 0.04 3.05 −0.32

4D 3023637 474561316 4D 66.12 no good
hit found

no good
hit found

no good
hit found 0.05 4.86 × 10−4 0.04 3.31 −0.02

4D 2243087 54178331 4D: 51,304,835–
51,304,903

4D:54,178,332–
54,178,400 0.07 2.61 × 10−5 0.05 4.58 0.01

5A 3570010 521764788 5A 36.99 5A: 521,764,784–
521,764,859

5A:484,938,946–
484,939,014 0.02 2.40 × 10−4 0.03 3.62 NaN

5A 1046932 622389460

5A: 622,389,461–
622,389,529

4A:552297214–
552297282

5A:583,637,584–
583,637,652

4A:545,007,545–
545,007,613

0.85 5.52 × 10−4 0.03 3.26 NaN
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Table 2. Cont.

Chr. Marker
ID

Physical
Position
(CS) Ref
Seq v1.0)

Chr
Genetic
Position

(cM)

BLASTN to I
WGSC Ref Seq

V1.0

BLAST to Ref
Seq Svevo

BLAST to Ref
Seq Ae.
tauschii

Gene (s)

Frequency of
Resistance

Marker
Allele

p-Value Marker
R2

−log10
p-Value

Effect of
Allele

5D 100016153 232599413

5D: 232,599,413–
232,599,475

5A:322,677,280–
322,677,342

5A:316,073,030–
316,073,092

5D:246,553,454–
246,553,516

AET5Gv20379200,
TraesCS5A02G146400
TRITD5Av1G111170

0.72 9.35 × 10−4 0.04 3.03 0.32

5D 1086529 410253879 5A 36.99 5D: 410253875–
410253950

5D:418,190,498–
418,190,566 0.89 2.65 × 10−4 0.04 3.58 0.21

6D 1698662 42940457.00 1B 148.15 6D: 42,940,453–
42,940,522

6D: 64,808,834–
64,808,903 0.76 1.13 × 10−4 0.05 3.95 −0.27

7A 4002611 7938756.00 7A 7.25 7A:7,938,757–
7,938,825

7A:6,228,579–
6,228,647

TraesCS7A02G019400
TRITD7Av1G003410 0.10 8.88 × 10−5 0.05 4.05 −0.04

7A 1095642 7A 75.85 no good
hit found

no good
hit found

no good
hit found 0.88 2.90 × 10−5 0.05 4.54 −0.29

7A 990293 621213334.00 7A 88.42

4A:142,973,443–
142,973,511

7A:621,213,334–
621,213,402

4A:140,470,489–
140,470,557

7A:616,593,441–
616,593,509

0.85 3.11 × 10−5 0.05 4.51 −0.03

7B 100011110 7B 46.26 no good
hit found

no good
hit found

no good
hit found 0.84 5.27 × 10−5 0.05 4.28 −0.23

7D 2245411 2D 118.19 7D: 69,417,014–
69,417,082

7D: 70,389,436–
70,389,511 0.89 9.54 × 10−4 0.04 3.02 −0.14

7D 1240012 150762254 5B 98.36 7D: 150,762,250–
150,762,325

2B: 196,456,606–
196,456,681

7D: 151,389,082–
151,389,157 TRITD2Bv1G075350 0.89 3.19 × 10−5 0.05 4.50 1.11

7D 22765212 268565893 7D: 268,565,890–
268,565,965

7D: 270,502,277–
270,502,352

TraesCS7D02G278500
AET7Gv20675900 0.05 3.15 × 10−5 0.05 4.50 0.02
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3.3. Identified MTA

On chromosome 1B, the reported positions for five MTAs showed two MTAs (markers
4261287 and 7335825) nearby, at 51.3 and 52.6 cM, and two MTAs (markers 5582520 and
1145134) at 96.9–98.0 cM, respectively, resulting in three different QTLs identified for SB on
chromosome 1B. On chromosome 2D, two MTAs (markers 1122278 and 2243785) were posi-
tioned 11.02 Mbp apart but with an R2 of 0.08 and a probability of linkage disequilibrium
(LD) of 1.23 × 10−7 forming a third MTA. Additionally, two markers on chromosome 3A
with a distance of only 0.11 Mbp (markers ID 1019955 and 474554774) showed a linkage
disequilibrium R2 of 0.8138, with a p-value of 1.21 × 10−7. The two significant markers on
3D were located at a distance of 20 cM; thus, being considered unlinked. On chromosome
4A, markers 1162615 and 100036641 were mapped near each other, at 96.1 and 96.4 cM,
respectively, and thus could be considered one single MTA.

3.4. Frequency of Resistance Alleles within Individual SHWs

The frequency of resistance alleles in the SHWs was examined with the aim of identify-
ing lines with high numbers of resistance alleles to be used for further resistance breeding.
A total of 59 SHW lines carried more than 30 of the 41 identified resistance alleles with an
average SB score of 1.3 (Figure 5). Although not shown in this figure, there are 32 SHW lines
with >32 resistance alleles and 15 SHW lines with >34 resistance alleles, which could be the
top candidates for further evaluation and breeding. SHW lines with less resistance alleles
(<16 R alleles) showed increased susceptibility and demonstrated the additive nature of the
resistance alleles.
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on mean SB severity. The average severity is represented by the ‘x’ symbol and the median by the
horizontal line inside.

3.5. Interpretation of Results from Partial Least Squares

The results of the PLS are shown in Figure 6, where the first two PLS factors explained
around 26% of the total variability, and 15 molecular markers (green color) with a frequency
of R alleles greater than 84% and 32 SHW lines (red color) having more than 32 resistance
alleles (Figure 6). The arrows from the center to the upper-left quadrant show the six
phenotype measurements of SB (SB1-6) and their overall mean (Mean SB). The SHW lines
are distributed in a linear manner from the lower-right quadrant (more resistance lines)
to the upper-left quadrant (more susceptible lines). The 15 markers were located at the
center and on the right-hand side of the biplot (green letter-numeric combination), and the
32 most resistant SHW lines (red numbers) are located towards the lower-right quadrant.
From a practical breeding perspective, the 15 markers and the 32 SB resistance lines could
be prioritized in crosses between SHW lines and elite bread wheat lines in breeding and
pre-breeding programs.
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Figure 6. Biplot chart showing the first two PLS factors for 41 significant markers and 438 SHW lines,
where SB measured in the greenhouse in six replicates (SB1-6) and overall mean (Mean SB) are shown
(lines from the center to the upper right quadrant). The 15 molecular markers with a frequency
of resistance alleles greater than 84% were M1 (4261287 chr1B), M3 (5582520 chr1B), M6 (1065667
chr1D), M13 (100031252 chr2B), M15 (2243785 chr2D or chr2B), M17 (1019955 chr3A or chr6B), M22
(1074984 chr3D), M25 (1162615 chr4A), M26 (100036641 chr 4A), M31 (1046932 chr 5A), M33 (1086529
chr5D or chr5A), M36 (1095642 chr7A), M37 (990293 chr7A), M39 (2245411 chr7D or chr2D), and
M40 (1240012 chr7D or chr5B) (marker IDs are presented in Table 2). The 32 SHW lines having more
than 32 resistance alleles are identified with red numbers. The remaining markers and SHW lines are
represented by green and red dots, respectively.

4. Discussion

Genome-wide association studies were performed to uncover SNP markers related to
SB resistance in bread wheat. One such study was conducted by [54] on 528 spring wheat
accessions for seedling resistance against SB, and 11 MTAs were identified. The same panel
was analyzed earlier by [30], but only four genomic regions were identified, due to fewer
markers being used, emphasizing the importance of high-density marker data. A recent
GWAS was reported by [55], who studied a total of 6736 CIMMYT breeding lines for SB
resistance in field experiments conducted throughout several years (2014–2019), and up to
214 MTAs were identified in at least one year, 96 were repeatable in at least two years and
all had minor effects.

To our knowledge, to date no GWAS has been reported on SB resistance in SHW,
although several studies reported good resistance of SHW to SB. In earlier studies, Ae.
tauschii was used to transfer potential SB-resistant genes through T. turgidum × Ae. tauschii
or T. aestivum × Ae. tauschii crosses [35]. Diverse Ae. tauschii accessions were used to make
SHW lines, which exhibited promising SB resistance and often performed better than the
resistant check Mayoor [38]. A series of SHW was developed and then screened for several
biotic and abiotic stresses, and promising entries were either used for commercial cultivars
or as pre-breeding materials to develop new genotypes. The authors of [33] reported eight
SHW accessions with SB resistance, along with sources of resistance to other diseases.

Our study revealed that the evaluated SHWs displayed a considerable resistance to
SB, with 38% of the SHW lines showing better resistance than the resistant check Chirya 3.
According to the pedigree information, SB resistance of the panel might be based on diverse
DW and Ae. tauschii backgrounds and was thus likely contributed by multiple SB resistance
genes that was in agreement with the GWAS results.
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4.1. Novelties of the Significant Markers Found in the Current Study

Previous genetic studies have identified a range of SB resistance genes/QTL, residing
on all wheat chromosomes except 4D and 5D, as summarized recently by [56]. Some of
these loci exhibited major effects, such as the nominated Sb genes, yet most of them showed
minor effects. The same applies to the current study, where a total of 41 significant markers
on 15 chromosomes were found to be associated with SB resistance, and none of them
showed any major effects. This again confirmed the polygenic nature of SB resistance
described in previous studies [24,26,55]. The significant MTAs were identified on AB
genome chromosomes as well as on D genome chromosomes, suggesting that SB resistance
in the SHWs was derived from both their DW and Ae. tauschii parents.

MTAs were identified on all seven D genome chromosomes, especially chromosomes
4D and 5D, on which no QTL/MTA has been reported so far [56]; thus, confirming their
novelty. The two MTAs on chromosome 4D were located on short arm (marker 2243087)
and long arm (marker 3023637); on chromosome 5D the physically distant markers must
represent two different QTL. MTAs on chromosomes 1B (marker 1145134), 2D (marker
1122278 and 2243785), 3A (marker 1019955 and 2279238), and 6D (marker 1698662) also
suggested to be novel since no QTL/MTA has been reported in the vicinity of these
markers [56].

However, some MTAs were found within known QTL regions. For example, the
two MTAs on chromosome 1BS (markers 4261287 and 7335825) were in close proximity
to the MTAs reported by [29]. Likewise, on chromosome 3B, marker 4992362 was closely
located to an MTA reported by [31]. Nevertheless, close linkage or coincidence does not nec-
essarily mean that the identified regions represent the same QTL/MTA, especially because
our study screened SHW, while those published previously evaluated common wheat.
It is noteworthy that some markers did not show any BLAST hit on the three reference
genomes, e.g., marker 7335825 on chromosome 1B and marker 7492146 on chromosome 2B.
These MTAs represent variants absent in the reference genomes and might be worthy of
further investigation.

4.2. Candidate Genes for the Identified Marker–Trait Associations

The significant markers identified from the GWAS were further evaluated for their
association with disease resistance-related genes. We identified 23 plant defense-related
protein families across multiple chromosome regions, of which only 13 have a known pro-
tein function. For example, marker 12779374 on chromosome 1D was identified within the
gene TRITD1Bv1G224330 (Tables S5 and 2), which is involved in the synthesis of the lectin
receptor kinase that has an important function for the general immunity of the plants [57].
Similarly, marker 1240012 on 7D was located within the gene TRITD2Bv1G075350 related
to protein U-box domain containing protein 4, associated with the control of grain pro-
duction [58]. However, it should be noticed that these candidate genes might not be the
underlying genes for the MTAs, due to the usually large linkage disequilibrium blocks in
the wheat genome [59].

Furthermore, marker 1283998 on chromosome 3B marked an SNP within gene TRITD-
3Bv1G194800, which is a protein described as disease resistance protein RPM1 G, again
involved in the general resistance of plants to various diseases [60]. Marker 4992362 on
chromosome 3B marked the gene TRITD3Bv1G257410, which is identified as protein Serpin
that participates in the regulation of proteolytic complex systems [61], whereas marker
1011260 (in chromosome 3D) falls within the gene TraesCS3D02G407000, a peroxidase pro-
tein that has the divergence role in different pathogens systems in plants [62]. Furthermore,
marker 100016153, aligned on chromosomes 5A and 5D, was located within the genes
TraesCS5A02G146400 and TRITD5Av1G111170, in which two proteins, Mannan endo-1,4
-beta-mannosidase 6 and Mannan endo-1,4-beta-mannosidase-like protein, are involved.

Note that marker 4002611 on chromosome 7A did fall within the gene TRITD7Av1G003410,
a Pectin lyase-like superfamily protein, which has an important role in the development
and maturity process of the plant. This protein also acts on the peptic substances pre-
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sented as structural polysaccharides in the primary cell walls of the superior plants [63].
Marker 22765212, on chromosome 7D, was included in gene TraesCS7D02G278500, which
is found in the ribosomal protein that plays a fundamental integral role in the growth and
development of the plant, as well as participating in the general defense mechanism of the
plants [64].

4.3. Application of GWAS for Use in Practical Breeding

Genome-wide association studies (GWAS) are a powerful option for the genetic char-
acterization of quantitative traits and have been widely used to analyze agronomic and
disease traits. With the increasing number of diseases affecting cultivated wheat plants, the
option of developing resistance SHW lines has been widely used. This is the first GWAS
study to assess significant MTA of SB from a diverse collection of 441 SHW lines, and 41
significant markers and a range of SHW lines with high SB resistance were identified. In
the PLS analysis, a subset of markers and SHW lines were identified that are more suitable
for future breeding and pre-breeding activities.

Results of this study showed 15 molecular markers with a frequency of R alleles
greater than 84% and 32 SHW lines having more than 32 resistance alleles. The PLS plot
show the specific locations of the 15 markers and the 32 most resistant SHW lines. From
a practical breeding perspective, these markers with R alleles and the SB resistance lines
could be used in future breeding crosses.

5. Conclusions

This is the first GWAS study to investigate MTAs for SB resistance in a diverse col-
lection of 441 SHW lines from CIMMYT. GWAS found a total of 41 significant markers
related to SB resistance, being distributed on 15 wheat chromosomes, and many of them
are novel. We were able to identify highly resistant SHW lines with most resistance alleles
of the significant markers that can be used in wheat breeding programs.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/genes13081387/s1, for Supplementary Tables. Table S1. Seedling
spot blotch (SB) reaction scores of synthetic hexaploid wheat (SHW) lines derived from crosses
between durum wheat (DW, T. turgidum L.) and Aegilops tauschii Coss (Ae. squarrosa) parents.
Table S2. Significant markers for seedling resistance to spot blotch when aligned to the physical
map of Chinese spring (IWGSC RefSeqV.1.0). Chromosome (Chr.), marker ID, allele ID, physical posi-
tion, F statistics, Probability (Prob), Marker R2,−log10 (p-value) and the effect of allele substitution are
given for each marker. Table S3. Significant markers associated with seedling resistance to spot blotch
when a DArTSeq consensus genetic map was used. Chromosome (Chr), Allele ID, genetic position in
cM, F statistics, Probability (Prob), Marker R2, −log10 (p-value) and the effect of allele substitution are
given for each marker. Table S4. Significant markers associated with seedling resistance to spot blotch
based on durum wheat (cv. Svevo) and Ae. tauschii reference genomes. Chromosome (Chr.), Marker
ID, allele ID, physical positions, F-statistics, Probability (Prob), Marker R2, −log10 (p-value) and
the effect of allele substitution are given for each marker. Table S5. Candidate genes for significant
marker-trait associations identified from Triticum aestivum (IWGSC), Triticum turgidum (Svevo.v1) and
Aegilops tauschii (Aet_v4.0) genomes. Data was obtained from Emsembl (https://plants.ensembl.org/
(accessed on 15 March 2022)).

Author Contributions: Conceptualization, S.D., J.S.S.-I. and P.K.S.; Data curation, N.L.-R. and C.P.S.;
Formal analysis, N.L.-R. and X.H.; Funding acquisition, S.D.; Investigation, N.L.-R.; Methodology,
C.P.S.; Project administration, J.S.S.-I. and P.K.S.; Resources, M.K. and P.K.S.; Supervision, S.D., X.H.,
J.S.S.-I. and P.K.S.; Validation, X.H.; Writing—original draft, N.L.-R.; Writing—review and editing,
S.D., C.P.S., X.H., J.S.S.-I., P.P.-R., A.C.C., C.N.D., M.K. and P.K.S. All authors have read and agreed to
the published version of the manuscript.

Funding: The CGIAR Research Program WHEAT, Accelerating Genetic Gain (AGG) in Maize and
Wheat Project Grant INV-003439 and USAID-AGG Supplement grant.

Institutional Review Board Statement: Not applicable.

https://www.mdpi.com/article/10.3390/genes13081387/s1
https://www.mdpi.com/article/10.3390/genes13081387/s1
https://plants.ensembl.org/


Genes 2022, 13, 1387 17 of 19

Informed Consent Statement: Not applicable.

Data Availability Statement: The original contributions presented in the study are publicly available.

Acknowledgments: This research is part of the first author’s (N.J.-R.) Ph.D. thesis dissertation
submitted at Colegio de Post-Graduados (COLPOS), Montecillo, Edo. de Mexico, Mexico.

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

References
1. Food and Agriculture Organization of the United Nations. Statistical Yearbook; FAO: Rome, Italy, 2017.
2. Savary, S.; Willocquet, L.; Pethybridge, S.J.; Esker, P.; McRoberts, N.; Nelson, A. The global burden of pathogens and pests on

major food crops. Nat. Ecol. Evol. 2019, 3, 430–439. [CrossRef] [PubMed]
3. Dubin, H.J.; Rajaram, S. Breeding disease-resistant wheats for tropical highlands and lowlands. Annu. Rev. Phytopathol. 1996, 34,

503–526. [CrossRef] [PubMed]
4. Duveiller, E.; Dubin, H.J. Helminthosporium leaf blights: Spot blotch and tan spot. Bread Wheat Improv. Prod. Plant Prod. Prot. Ser.

2002, 30, 285–299.
5. Joshi, A.K.; Chand, R. Variation and inheritance of leaf angle, and its association with spot blotch (Bipolaris sorokiniana) severity in

wheat (Triticum aestivum). Euphytica 2002, 124, 283–291. [CrossRef]
6. Sharma, R.C.; Duveiller, E. Advancement toward new spot blotch resistant wheat in South Asia. Crop Sci. 2007, 47, 961–968.

[CrossRef]
7. Singh, V.; Singh, R.N. Management of spot blotch of wheat (Triticum aestivum) caused by Bipolaris sorokiniana. Indian J. Agric. Sci.

2007, 77, 323–326.
8. Gurung, S.; Sharma, R.C.; Duveiller, E.; Shrestha, S.M. Infection and development of spot blotch and tan spot on timely and late

seeded wheat. Phytopathology 2009, 99, S48-S48.
9. Chowdhury, A.K.; Singh, G.; Tyagi, B.S.; Ojha, A.; Dhar, T.; Bhattacharya, P.M. Spot blotch disease of wheat–a new thrust area for

sustaining productivity. J. Wheat Res. 2013, 5, 1–11.
10. Kumar, J.; Schäfer, P.; Hückelhoven, R.; Langen, G.; Baltruschat, H.; Stein, E.; Nagarajan, S.; Kogel, K. Bipolaris sorokiniana, a cereal

pathogen of global concern: Cytological and molecular approaches towards better control. Mol. Plant Pathol. 2002, 3, 185–195.
[CrossRef]

11. Pandey, S.P.; Kumar, S.; Kumar, U.; Chand, R.; Joshi, A.K. Sources of inoculum and reappearance of spot blotch of wheat in
rice–wheat cropping. Eur. J. Plant Pathol. 2005, 111, 47–55. [CrossRef]

12. O’Boyle, P.D.; Brooks, W.S.; Barnett, M.D.; Berger, G.L.; Steffenson, B.J.; Stromberg, E.L.; Maroof, M.A.S.; Liu, S.Y.; Griffey, C.A.
Mapping net blotch resistance in “Nomini” and CIho 2291 Barley. Crop Sci. 2014, 54, 2596–2602. [CrossRef]

13. Chand, R.; Pandey, S.P.; Singh, H.V.; Kumar, S.; Joshi, A.K. Variability and its probable cause in natural populations of spot blotch
pathogen Bipolaris sorokiniana of wheat (T. aestivum L.) in India. J. Plant Dis. Prot. 2003, 110, 27–35.

14. Mehta, Y.R.; Riede, C.R.; Campos, L.A.C.; Kohli, M.M. Integrated management of major wheat diseases in Brazil—An example
for the southern cone region of latin-America. Crop Prot. 1992, 11, 517–524. [CrossRef]

15. Sharma, R.C.; Duveiller, E.; Ortiz-Ferrara, G. Progress and challenge towards reducing wheat spot blotch threat in the Eastern
Gangetic Plains of South Asia: Is climate change already taking its toll? Field Crops Res. 2007, 103, 109–118. [CrossRef]

16. Acharya, K.; Dutta, A.K.; Pradhan, P. Bipolaris sorokiniana (Sacc.) Shoem.: The most destructive wheat fungal pathogen in the
warmer areas. Aust. J. Crop Sci. 2011, 5, 1064–1071.

17. Singh, V.; Singh, G.; Chaudhury, A.; Ojha, A.; Tyagi, B.S.; Chowdhary, A.K.; Sheoran, S. Phenotyping at hot spots and tagging of
QTLs conferring spot blotch resistance in bread wheat. Mol. Biol. Rep. 2016, 43, 1293–1303. [CrossRef]

18. Vasistha, N.K.; Balasubramaniam, A.; Mishra, V.K.; Chand, R.; Srinivasa, J.; Yadav, P.S.; Joshi, A.K. Enhancing spot blotch
resistance in wheat by marker-aided backcross breeding. Euphytica 2016, 207, 119–133. [CrossRef]

19. Kumar, S.; Archak, S.; Tyagi, R.K.; Kumar, J.; Vikas, V.K.; Jacob, S.R.; Srinivasan, K.; Radhamani, J.; Parimalan, R.;
Sivaswamy, M.; et al. Evaluation of 19,460 wheat accessions conserved in the Indian national Genebank to identify new sources
of resistance to rust and spot blotch diseases. PLoS ONE 2017, 12, e0175610. [CrossRef]

20. Lillemo, M.; Joshi, A.K.; Prasad, R.; Chand, R.; Singh, R.P. QTL for spot blotch resistance in bread wheat line Saar co-locate to the
biotrophic disease resistance loci Lr34 and Lr46. Theor. Appl. Genet. 2013, 126, 711–719. [CrossRef]

21. Kumar, S.; Röder, M.S.; Tripathi, S.B.; Kumar, S.; Chand, R.; Joshi, A.K.; Kumar, U. Mendelization and fine mapping of a bread
wheat spot blotch disease resistance QTL. Mol. Breed. 2015, 35, 218. [CrossRef]

22. Lu, P.; Liang, Y.; Li, D.; Wang, Z.; Li, W.; Wang, G.; Wang, Y.; Zhou, S.; Wu, Q.; Xie, J.; et al. Fine genetic mapping of spot blotch
resistance gene Sb3 in wheat (Triticum aestivum). Theor. Appl. Genet. 2016, 129, 577–589. [CrossRef] [PubMed]

23. Zhang, P.; Guo, G.; Wu, Q.; Chen, Y.; Xie, J.; Lu, P.; Li, B.; Dong, L.; Li, M.; Wang, R.; et al. Identification and fine mapping of spot
blotch (Bipolaris sorokiniana) resistance gene Sb4 in wheat. Theor. Appl. Genet. 2020, 133, 2451–2459. [CrossRef] [PubMed]

24. Singh, P.K.; He, X.; Sansaloni, C.P.; Juliana, P.; Dreisigacker, S.; Duveiller, E.; Kumar, U.; Joshi, A.K.; Singh, R.P. Resistance to
spot blotch in two mapping populations of common wheat is controlled by multiple QTL of minor effects. Int. J. Mol. Sci. 2018,
19, 4054. [CrossRef] [PubMed]

http://doi.org/10.1038/s41559-018-0793-y
http://www.ncbi.nlm.nih.gov/pubmed/30718852
http://doi.org/10.1146/annurev.phyto.34.1.503
http://www.ncbi.nlm.nih.gov/pubmed/15012554
http://doi.org/10.1023/A:1015773404694
http://doi.org/10.2135/cropsci2006.03.0201
http://doi.org/10.1046/j.1364-3703.2002.00120.x
http://doi.org/10.1007/s10658-004-2404-9
http://doi.org/10.2135/cropsci2013.08.0514
http://doi.org/10.1016/0261-2194(92)90168-5
http://doi.org/10.1016/j.fcr.2007.05.004
http://doi.org/10.1007/s11033-016-4066-z
http://doi.org/10.1007/s10681-015-1548-3
http://doi.org/10.1371/journal.pone.0175610
http://doi.org/10.1007/s00122-012-2012-6
http://doi.org/10.1007/s11032-015-0411-5
http://doi.org/10.1007/s00122-015-2649-z
http://www.ncbi.nlm.nih.gov/pubmed/26747045
http://doi.org/10.1007/s00122-020-03610-3
http://www.ncbi.nlm.nih.gov/pubmed/32451599
http://doi.org/10.3390/ijms19124054
http://www.ncbi.nlm.nih.gov/pubmed/30558200


Genes 2022, 13, 1387 18 of 19

25. He, X.; Dreisigacker, S.; Sansaloni, C.; Duveiller, E.; Singh, R.P.; Singh, P.K. QTL mapping for spot blotch resistance in two
bi-parental mapping populations of bread wheat. Phytopathology 2020, 110, 1980–1987. [CrossRef]

26. Roy, C.; Gahtyari, N.C.; He, X.; Mishra, V.K.; Chand, R.; Joshi, A.K.; Singh, P.K. Dissecting quantitative trait loci for spot blotch
resistance in South Asia using two wheat recombinant inbred line populations. Front. Plant Sci. 2021, 12, 641324. [CrossRef]

27. Gahtyari, N.C.; Roy, C.; He, X.; Roy, K.K.; Reza, M.M.A.; Hakim, M.A.; Malaker, P.K.; Joshi, A.K.; Singh, P.K. Identification of
QTLs for spot blotch resistance in two bi-parental mapping populations of wheat. Plants 2021, 10, 973. [CrossRef]

28. Ayana, G.T.; Ali, S.; Sidhu, J.S.; Gonzalez Hernandez, J.L.; Turnipseed, B.; Sehgal, S.K. Genome-wide association study for spot
blotch resistance in hard winter wheat. Front. Plant Sci. 2018, 9, 926. [CrossRef]

29. Ahirwar, R.N.; Mishra, V.K.; Chand, R.; Budhlakoti, N.; Mishra, D.C.; Kumar, S.; Singh, S.; Joshi, A.K. Genome-wide association
mapping of spot blotch resistance in wheat association mapping initiative (WAMI) panel of spring wheat (Triticum aestivum L.).
PLoS ONE 2018, 13, e0208196. [CrossRef]

30. Adhikari, T.B.; Gurung, S.; Hansen, J.M.; Jackson, E.W.; Bonman, J.M. Association mapping of quantitative trait loci in spring
wheat landraces conferring resistance to bacterial leaf streak and spot blotch. Plant Genome 2012, 5, 1–16. [CrossRef]

31. Bainsla, K.N.; Phuke, M.R.; He, X.; Gupta, V.; Bishnoi, S.K.; Sharma, R.K.; Ataei, N.; Dreisigacker, S.; Juliana, P.; Singh, P.K.
Genome-wide association study for spot blotch resistance in Afghan wheat germplasm. Plant Pathol. 2020, 69, 1161–1171.
[CrossRef]

32. Tomar, V.; Singh, D.; Guriqbal Singh, D.G.; Singh, R.P.; Poland, J.; Joshi, A.K.; Singh, P.K.; Bhati, K.P.; Kumar, S.; Rahman, M.; et al.
New QTLs for spot blotch disease resistance in wheat (Triticum aestivum L.) using genome-wide association mapping. Front.
Genet. 2021, 11, 613217. [CrossRef]

33. Das, M.K.; Bai, G.; Mujeeb-Kazi, A.; Rajaram, S. Genetic diversity among synthetic hexaploid wheat accessions (Triticum aestivum)
with resistance to several fungal diseases. Genet. Resour. Crop Evol. 2016, 63, 1285–1296. [CrossRef]

34. Lozano-Ramírez, N.; Dreisigacker, S.; Sansaloni, C.P.; Sandoval-Islas, S.; Pérez-Rodríguez, P.; Carballo-Carballo, A.; Nava-Díaz, C.;
Kishii, M.; Singh, P.K. Genome-wide association study for resistance to tan spot in synthetic hexaploid wheat. Plants 2022, 11, 433.
[CrossRef]

35. Mujeeb-Kazi, A.; Rosas, V.; Roldán, S. Conservation of the genetic variation of Triticum tauschii (Coss.) Schmalh. (Aegilops squarrosa
auct. non L.) in synthetic hexaploid wheats (T. turgidum L. s.lat. x T. tauschii; 2n = 6x = 42, AABBDD) and its potential utilization
for wheat improvement. Genet. Resour. Crop Evol. 1996, 43, 129–134. [CrossRef]

36. Lage, J.; Skovmand, B.; Anderson, S.B. Field evaluation of emmer wheat derived synthetic hexaploid wheats for resistance to
Russian wheat aphid (Homoptera: Aphididae). J. Econ. Entomol. 2004, 97, 1065–1070. [CrossRef]

37. Das, M.K.; Bai, G.H.; Mujeeb-Kazi, A. Genetic diversity in conventional and synthetic wheats with drought and salinity tolerance
based on AFLP. Can. J. Plant Sci. 2007, 87, 691–702. [CrossRef]

38. Mujeeb-Kazi, A.; Gul, A.; Ahmad, F.; Farooq, M.; Rizwan, S.; Bux, H.; Iftikhar, S.; Asad, S.; Delgado, R. Aegilops tauschii, as spot
blotch (Cochliobolus sativus) resistance source for bread wheat improvement. Pak. J. Bot. 2007, 39, 1207–1216.

39. Gilchrist-Saavedra, L.; Fuentes-Dávila, G.; Martínez-Cano, C.; López-Atilano, R.M.; Duvellier, E.; Singh, R.P.; Henry, M.; García,
A.I. Practical Guide to the Identification of Selected Diseases of Wheat and Barley, 2nd ed.; CIMMYT: Mexico City, Mexico, 2006.

40. Lamari, L.; Bernier, C.C. Evaluation of wheat lines and cultivars to tan spot [Pyrenophora tritici-repentis] based on lesion type. Can.
J. Plant Pathol. 1989, 11, 49–56. [CrossRef]

41. Dreisigacker, S.; Sehgal, D.; Reyes Jaimez, A.E.; Luna Garrido, B.; Muñoz Zavala, S.; Núñez Ríos, C.; Mollins, J.; Mall, S. Laboratory
Protocols and Applications to Wheat Breeding; CIMMYT: Mexico City, Mexico, 2016.

42. Sansaloni, C.; Petroli, C.; Jaccoud, D.; Carling, J.; Detering, F. Diversity arrays technology (DArT) and next-generation sequencing
combined: Genome wide, high throughput, highly informative genotyping for molecular breeding of Eucalyptus. BMC Proc.
2011, 5, 54. [CrossRef]

43. Sansaloni, C.; Franco, J.; Santos, B.; Percival-Alwyn, L.; Singh, S.; Petroli, C.; Campos, J.; Dreher, K.; Payne, T.; Marshall, D.; et al.
Diversity analysis of 80,000 wheat accessions reveals consequences and opportunities of selection footprints. Nat. Commun. 2020,
11, 4572. [CrossRef]

44. The International Wheat Genome Sequencing Consortium (IWGSC); Appels, R.; Eversole, K.; Stein, N.; Feuillet, C.; Keller, B.;
Rogers, J.; Pozniak, C.J.; Choulet, F.; Distelfeld, A.; et al. Shifting the limits in wheat research and breeding using a fully annotated
reference genome. Science 2018, 361, eaar7191. [CrossRef]

45. Maccaferri, M.; Sanguineti, M.C.; Mantovani, P.; Demontis, A.; Massi, A.; Ammar, K.; Kolmer, J.A.; Czembor, J.H.; Ezrati, S.;
Tuberosa, R. Association mapping of leaf rust response in durum wheat. Mol. Breed. 2019, 26, 189–228. [CrossRef]

46. Luo, M.; Gu, Y.Q.; Puiu, D.; Wang, H.; Twardziok, S.O.; Deal, K.R.; Huo, N.; Zhu, T.; Wang, L.; Wang, Y.; et al. Genome sequence
of the progenitor of the wheat D genome Aegilops tauschii. Nature 2017, 551, 498–502. [CrossRef]

47. SAS Institute. SAS/STAT User’s Guide, Version 9.1; SAS Institute, Inc.: Cary, NC, USA, 2004.
48. 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]
49. Yu, J.; Pressoir, G.; Briggs, W.; Bi, I.V.; Yamasaki, M.; Doebley, J.F.; McMullen, M.D.; Gaut, B.S.; Nielsen, D.M.; Holland, J.B.; et al.

A unified mixed-model method for association mapping that accounts for multiple levels of relatedness. Nat. Genet. 2006, 38,
203–208. [CrossRef]

http://doi.org/10.1094/PHYTO-05-20-0197-R
http://doi.org/10.3389/fpls.2021.641324
http://doi.org/10.3390/plants10050973
http://doi.org/10.3389/fpls.2018.00926
http://doi.org/10.1371/journal.pone.0208196
http://doi.org/10.3835/plantgenome2011.12.0032
http://doi.org/10.1111/ppa.13191
http://doi.org/10.3389/fgene.2020.613217
http://doi.org/10.1007/s10722-015-0312-9
http://doi.org/10.3390/plants11030433
http://doi.org/10.1007/BF00126756
http://doi.org/10.1093/jee/97.3.1065
http://doi.org/10.4141/P06-013
http://doi.org/10.1080/07060668909501146
http://doi.org/10.1186/1753-6561-5-S7-P54
http://doi.org/10.1038/s41467-020-18404-w
http://doi.org/10.1126/science.aar7191
http://doi.org/10.1007/s11032-009-9353-0
http://doi.org/10.1038/nature24486
http://doi.org/10.1093/bioinformatics/btm308
http://doi.org/10.1038/ng1702


Genes 2022, 13, 1387 19 of 19

50. Aastveit, H.; Martens, H. ANOVA interactions interpreted by partial least squares regression. Biometrics 1986, 42, 829–844.
[CrossRef]

51. Crossa, J.; Vargas, M.; van Eeuwijk, F.A.; Jiang, C.; Edmeades, G.O.; Hoisington, D. Interpreting genotype by environment
interaction in tropical maize using linked molecular markers and environmental covariates. Theor. Appl. Genet. 1999, 99, 611–625.
[CrossRef]

52. Vargas, M.; Crossa, J.; Sayre, K.; Reynolds, M.; Ramírez, M.E.; Talbot, M. Interpreting genotype x environment interaction in
wheat using partial least squares regression. Crop Sci. 1998, 38, 679–689. [CrossRef]

53. Vargas, M.; Crossa, J.; van Eeuwijk, F.A.; Ramírez, M.E.; Sayre, K. Using partial least squares, factorial regression and AMMI
models for interpreting genotype x environment interaction. Crop Sci. 1999, 39, 955–967. [CrossRef]

54. Gurung, S.; Mamidi, S.; Bonman, J.M.; Xiong, M.; Brown-Guedira, G.; Adhikari, T.B. Genome-wide association study reveals
novel quantitative trait loci associated with resistance to multiple leaf spot diseases of spring wheat. PLoS ONE 2014, 9, e108179.
[CrossRef]

55. Juliana, P.; He, X.; Poland, J.; Shrestha, S.; Joshi, A.K.; Huerta-Espino, J.; Govindan, V.; Crespo-Herrera, L.A.; Mondal, S.;
Kumar, U.; et al. Genome-wide association mapping indicates quantitative genetic control of spot blotch resistance in bread
wheat and the favorable effects of some spot blotch loci on grain yield. Front. Plants Sci. 2022, 13, 1835090. [CrossRef] [PubMed]

56. Su, J.; Zhao, J.; Zhao, S.; Li, M.; Pang, S.; Kang, Z.; Zhen, W.; Chen, S.; Chen, F.; Wang, X. Genetics of resistance to common root rot
(spot blotch), Fusarium crown rot, and sharp eyespot in wheat. Front. Genet. 2021, 12, 699342. [CrossRef] [PubMed]

57. Wang, Y.; Bouwmeester, K.; Beseh, P.; Shan, W.; Govers, F. Phenotypic analyses of Arabidopsis T-DNA insertion lines and
expression profiling reveal that multiple L-type lectin receptor kinases are involved in plant immunity. Mol. Plant-Microbe Interact.
2014, 27, 1390–1402. [CrossRef] [PubMed]

58. Song, X.J.; Huang, W.; Shi, M.; Zhu, M.Z.; Lin, H.X. A QTL for rice grain width and weight encodes a previously unknown
RING-type E3 ubiquitin ligase. Nat. Genet. 2007, 39, 623. [CrossRef]

59. Juliana, P.; Singh, R.P.; Singh, P.K.; Poland, J.A.; Bergstrom, G.C.; Huerta-Espino, J.; Bhavani, S.; Crossa, J.; Sorrells, M.E. Genome-
wide association mapping for resistance to leaf rust, stripe rust and tan spot in wheat reveals potential candidate genes. Theor.
Appl. Genet. 2018, 131, 1405–1422. [CrossRef]

60. Mackey, D.; Holt III, B.F.; Wiig, A.; Dangl, J.L. RIN4 interacts with Pseudomonas syringae type III effector molecules and is required
for RPM1-mediated resistance in Arabidopsis. Cell 2002, 108, 743–754. [CrossRef]

61. Gettins, P.G.W.; Patston, P.A.; Olson, S.T. Serpins: Structure, Function and Biology; R.G. Landes Co.: Austin, TX, USA, 1996.
62. Dmochowska, B.M.; Nadolska, O.A.; Orczyk, W. Roles of peroxidases and NADPH oxidases in the oxidative response of wheat

(Triticum aestivum) to brown rust (Puccinia triticina) infection. Plant Pathol. 2013, 62, 993–1002. [CrossRef]
63. Sangeeta, Y.; Pramod, K.Y.; Dinesh, Y.; Kapil, D.S.Y. Pectin lyase: A review. Process Biochem. 2009, 44, 1–10. [CrossRef]
64. Vemanna, S.R.; Akashata, D.; Seonghee, L.; Sunhee, O.; Hee-Kyung, L.; Liang, S.; Muthappa, S.K.; Kirankumar, S.M. Ribosomal

protein QM/RPL10 positively regulates defence and protein translation mechanisms during nonhost disease resistance. Mol.
Plant Pathol. 2020, 21, 1481–1494. [CrossRef]

http://doi.org/10.2307/2530697
http://doi.org/10.1007/s001220051276
http://doi.org/10.2135/cropsci1998.0011183X003800030010x
http://doi.org/10.2135/cropsci1999.0011183X003900040002x
http://doi.org/10.1371/journal.pone.0108179
http://doi.org/10.3389/fpls.2022.835095
http://www.ncbi.nlm.nih.gov/pubmed/35310648
http://doi.org/10.3389/fgene.2021.699342
http://www.ncbi.nlm.nih.gov/pubmed/34249110
http://doi.org/10.1094/MPMI-06-14-0191-R
http://www.ncbi.nlm.nih.gov/pubmed/25083911
http://doi.org/10.1038/ng2014
http://doi.org/10.1007/s00122-018-3086-6
http://doi.org/10.1016/S0092-8674(02)00661-X
http://doi.org/10.1111/ppa.12009
http://doi.org/10.1016/j.procbio.2008.09.012
http://doi.org/10.1111/mpp.12991

	Introduction 
	Materials and Methods 
	Plant Material 
	Phenotypic Evaluations of Spot Blotch 
	Genotyping 
	Statistical Analysis and Genome-Wide Association Study 
	Partial Least Squares Regression 

	Results 
	Resistance to Spot Blotch at the Seedling Stage 
	Genome-Wide Association Study Using Different References Genomes 
	Identified MTA 
	Frequency of Resistance Alleles within Individual SHWs 
	Interpretation of Results from Partial Least Squares 

	Discussion 
	Novelties of the Significant Markers Found in the Current Study 
	Candidate Genes for the Identified Marker–Trait Associations 
	Application of GWAS for Use in Practical Breeding 

	Conclusions 
	References

