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Background
Leaf rust (LR) (Puccinia triticina Eriks, Pt) and stripe rust 
(YR) (Puccinia striiformis f. sp. tritici, Pst) stand as the 
two most pervasive foliar diseases significantly impact-
ing global wheat yield. With nearly one-third of the 
world’s population reliant on wheat as a source of staple 
carbohydrates and protein [1] and the ever-increasing 
population on earth (https://www.un.org), it is essential 
to confront these persistent fungal diseases to sustain 
food security. The LR outbreaks have been reported to 
result in yield losses up to 50%, while YR has been docu-
mented to incur higher yield losses reaching up to 70%, 
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Abstract
Wheat is an essential food commodity cultivated throughout the world. However, this crop faces continuous 
threats from fungal pathogens, leaf rust (LR) and stripe rust (YR). To continue feeding the growing population, 
these major destructors of wheat must be effectively countered by enhancing the genetic diversity of cultivated 
germplasm. In this study, an introgression line with hexaploid background (ILsp3603) carrying resistance against Pt 
pathotypes 77−5 (121R63-1), 77−9 (121R60-1) and Pst pathotypes 46S119 (46E159), 110S119 (110E159), 238S119 
(238E159) was developed from donor wheat wild progenitor, Aegilops speltoides acc pau 3603. To understand the 
genetic basis of resistance and map these genes (named Lrsp3603 and Yrsp3603), inheritance studies were carried out 
in F6 and F7 mapping population, developed by crossing ILsp3603 with LR and YR susceptible cultivar WL711, which 
revealed a monogenic (single gene) inheritance pattern for each of these traits. Bulk segregant analysis combined 
with 35 K Axiom SNP array genotyping mapped both genes as separate entities on the short arm of chromosome 
6B. A genetic linkage map, comprising five markers, 1 SNP, 1 PLUG and three gene based SSRs, covered a genetic 
distance of 12.65 cM. Lrsp3603 was flanked by markers Tag-SSR14 (located proximally at 2.42 cM) and SNP AX-
94542331 (at 3.28 cM) while Yrsp3603 was mapped at one end closest to AX-94542331 at 6.62 cM distance. Functional 
annotation of Lrsp3603 target region (∼ 1 Mbp) revealed 10 gene IDs associated with disease resistance mechanisms 
including three encoding typical R gene domains.
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due to their detrimental effects on the photosynthetic 
and grain-filling capacity of the crop [2, 3]. The degree 
of damage, however, is also influenced by the time of 
infection, environmental conditions, cultivar suscepti-
bility and aggressiveness of the pathogen [1, 4, 5]. India, 
being one of the leading wheat-producing countries, 
faces a high incidence of these rusts, particularly in the 
Northern parts known as the breadbasket of India, due to 
suitable environmental conditions for pathogens [5–7]. 
The success of the green revolution with the breeding of 
superior yielding disease-resistant varieties has undeni-
ably resulted in a significant boost in agricultural produc-
tivity. However, wheat has succumbed to domestication 
bottlenecks because of narrow genetic diversity in culti-
vated germplasm, thereby making it vulnerable to rising 
biotic and abiotic threats [8, 9]. Therefore, improvement 
of germplasm through genetic reshuffling is imperative to 
confront the evolving nature of rusts.

Wild germplasm contains a vast array of genetic diver-
sity that can be harnessed to enhance crop resilience [10]. 
Incorporation of genetic resistance through wild intro-
gressions offers a more environmentally friendly, cost-
effective, and reliable strategy for mitigation of fungal 
infestation in comparison to chemical control with fun-
gicides [11]. Numerous LR and YR resistance genes have 
been identified from different wild species such as Lr53/
Yr35, Lr64, Yr15, Yr36 from Triticum dicoccoides [12–15], 
Lr18, Lr50 from Triticum timopheevii [16, 17], Lr9, Lr76/
Yr70 from Aegilops umbellulata [18, 19], Lr54/Yr37 from 
Aegilops kotschyi [20], Lr56, Yr38 from Aegilops sharo-
nensis [21], Lr57/Yr40 from Aegilops geniculata [22], 
Lr59, LrAp from Aegilops peregrina [23, 24], Lrtri, Yrtri 
from Aegilops triuncialis [25], LrAc, YrAc from Aegilops 
caudata [26] and many more [27].

Aegilops speltoides (2n = 14, SS), a close diploid relative 
of the B genome in the secondary gene pool of wheat, 
is an important wild species harbouring a plethora of 
genes for wheat improvement [28]. It has been previ-
ously reported to contribute resistance against several 
biotic stresses like leaf rust (Lr28, Lr35, Lr36, Lr47, Lr51, 
Lr65, Lr66), stem rust (Sr32, Sr39, Sr47, Sr54), powdery 
mildew (Pm1d, Pm12, Pm32, Pm53) and green bug (Gb5) 
[29–35].

Among the wild germplasm collection maintained by 
Punjab Agricultural University (PAU), Ae. speltoides (SS) 
accession pau 3603 was found resistant against prevalent 
LR and YR pathotypes in Punjab. The resistance against 
these two rusts has been transferred into hexaploid wheat 
background and an introgression line named ILsp3603 with 
resistance to both rusts has been developed. In the pres-
ent experiment, the ILsp3603 was crossed with LR and YR 
susceptible wheat, WL711 and a mapping population 
was developed to understand the genetics of introgressed 

resistance and mapping of genomic regions harbouring 
rust resistance using 35K SNP array.

Materials and methods
Introgression line ILsp3603 and mapping population
The plant material consists of LR and YR resistant intro-
gression line ILsp3603, LR and YR susceptible wheat line 
WL711 and 152 F2:F6 mapping population developed by 
their intercrossing. Introgression line ILsp3603 was devel-
oped at the School of Agricultural Biotechnology, PAU, 
Ludhiana, by initially crossing LR and YR resistant dip-
loid S genome wheat progenitor, Ae. speltoides acces-
sion pau 3603 (2n = 14) with tetraploid durum wheat, 
PDW233 (2n = 28). Thereafter, the resulting progeny 
was crossed and backcrossed with LR and YR suscep-
tible hexaploid wheat, PBW621 (2n = 42), followed by 
continued selfing for five generations. The introgression 
line ILsp3603, having resistance to LR and YR, and chro-
mosome number 2n = 42 was selected by screening selfed 
progenies against LR and YR in each generation. The 
ILsp3603 × WL711 cross was made to develop F6 and F7 
RILs to understand the genetics of LR and YR resistance 
transferred from Ae. speltoides and their mapping onto 
specific chromosomes (Fig.S1).

Rust screening
Seedling stage
Seedlings of parental lines and mapping population were 
tested against prevalent Puccinia triticina (Pt) pathotype 
77−9 (121R60-1) having avirulence/virulence formula: 
Lr2a, Lr2b, Lr2c, Lr9, Lr19, Lr24, Lr25, Lr28, Lr32, Lr39, 
Lr42, Lr45, Lr47/ Lr1, Lr3, Lr10, Lr11, Lr12, Lr13, Lr14a, 
Lr14b, Lr14ab, Lr15, Lr16, Lr17a, Lr17b, Lr18, Lr20, Lr21, 
Lr22a, Lr22b, Lr23, Lr26, Lr27 + 31, Lr30, Lr33, Lr34, 
Lr35, Lr36, Lr37, Lr38, Lr44, Lr46, Lr48, Lr49 [36]. Seeds 
were sown in rows in plastic boxes (25 cm × 10 cm), with 
8 rows/box and 10–12 seeds per row, with the first row 
as susceptible check WL711 in each box. For achieving 
uniform spread and the desired concentration of uredin-
iospores, one week old seedlings were inoculated with a 
mixture of pathotype 77−9 and talcum powder, incubated 
overnight under 100% humidity in the dark and then 
shifted to a glasshouse maintained at 18–20 °C. Leaf rust 
infection types (ITs) were scored 14 days after inocula-
tion following modified Stakman 0–4 scale [37].

Adult plant stage
At the adult plant stage, parental lines and mapping pop-
ulation were planted in two separate sets and evaluated 
for LR and YR, respectively for two cropping seasons, 
2021-22 (F6) and 2022-23 (F7). A mixture of Puccinia 
striiformis (Pst) pathotypes, 46S119 (46E159), 110S119 
(110E159) and 238S119 (238E159) was used for test-
ing against YR while a mixture of Pt pathotypes, 77−5 
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(121R63-1) and 77−9 (121R60-1) was used to screen 
against LR (Table S1). Scoring against both rusts was 
executed by assessing the percentage of leaf area covered, 
with ITs assigned following modified Cobb’s scale [38].

DNA extraction and 35K SNP array genotyping
Genomic DNA was extracted from young leaves using a 
modified CTAB protocol [39] and the concentration and 
purity of DNA were evaluated on NanoDrop Spectropho-
tometer. For bulked segregant analysis (BSA), two sets of 
contrasting bulks were prepared against both LR and YR. 
Twenty homozygous resistant (HR) and 20 homozygous 
susceptible (HS) F6 progenies were selected each for LR 
and YR. Single plant DNA from 10 selected F6 progenies 
was pooled, and four bulks were formed, each for LR 
(LrRB1, LrRB2, LrSB1, LrSB2) and YR (YrRB1, YrRB2, 
YrSB1, YrSB2). Genotyping of these bulks and paren-
tal lines was performed using 35K Axiom wheat breed-
er’s SNP array (AFFYMETRIX) (Fig. S2). Raw data was 
processed by filtering SNPs with missing data points or 
unassigned chromosomes. In the finally selected data, 
polymorphic SNPs were identified between contrasting 
parental lines and bulks.

Primer designing and linkage mapping
Axiom IDs associated with potentially linked SNPs were 
used for designing KASP assays using the pipeline Poly-
marker [40]. Two allele-specific forward primers (each 
labelled with HEX 5-​G​A​A​G​G​T​C​G​G​A​G​T​C​A​A​C​G​G​A​T​
T-3 and FAM 5-​G​A​A​G​G​T​G​A​C​C​A​A​G​T​T​C​A​T​G​C​T-3 
sequences), and a common reverse primer were synthe-
sized. PCR assays were carried out in 4 µl reaction vol-
ume, containing 2  µl genomic DNA (30 ng/µl), 1.96  µl 
2X KASP reaction mix and 0.054  µl KASP assay mix 
(containing 3 primers) in 384-well plate on thermocycler 
(Applied Biosystems Veriti) at 95 °C for 15 min; 10 touch-
down cycles of 95 °C for 10 s, 61 –57 °C for 1 min (0.6 °C 
drop per min); 25 cycles at 95 °C for 20 s and annealing 
at 57  °C for 1 min. Fluorescence intensity was recorded 
by Tecan infinite F200 PRO plate reader, and results were 
imported to Kluster Caller software (LGC Biosearch 
Technologies v3.4.1.36).

To saturate the genetic region localized by SNP mark-
ers, we also used some already reported SSR markers 
[41], PCR-based landmark unique genes (PLUG) [42] 
and also designed new SSRs from the targeted region 
using the MIcroSAtellite identification tool, MISA v2.1 
[43]. These markers were amplified in 10  µl PCR reac-
tion mixture having 2  µl (60ng) DNA, 4  µl 2X Emeral-
dAmp PCR Mastermix, and 1 µl (0.01mM) forward and 
reverse primer each. PCR amplification was carried out 
in a 96-well thermocycler for 35 cycles at 94 °C for 1 min, 
53–61 °C for 1 min, 72 °C for 2 min. PCR products were 
separated on 3.0-3.5% agarose gel. Polymorphic SNPs, 

SSRs and PLUG markers were amplified onto the entire 
mapping population.

Homoeologue confirmation for leaf rust and stripe rust 
resistance
To determine the presence of linked markers on chro-
mosome 6B, these markers were amplified on nulliso-
mic-tetrasomic stocks, CS-N6A-T6D, CS-N6B-T6A, 
CS-N6D-T6A and CS-N6D-T6B available in cultivar Chi-
nese Spring background (acquired from Wheat Genetics 
Resource Center, Kansas State University, Manhattan).

Statistical analysis
Chi-square analysis was carried out to determine the 
goodness of fit of observed genotypic and phenotypic 
data with the expected genetic ratios using the following 
formula:

	 χ2=
∑

(O− E)2/E

where χ2 = chi-squared, test statistic, O = observed phe-
notype in each category, E = expected phenotype in each 
category. Linkage analysis was conducted using QTL ICi 
mapping software v4.2. Kosambi mapping function was 
used to calculate recombination frequencies and estimate 
map distances in centimorgans (cM). A LOD score value 
of 3 was set, and the ‘GROUPING’, ‘ORDERING’ and 
‘RIPPLING’ commands were carried out sequentially to 
yield the final marker order. Following, linkage map was 
constructed using the Microsoft excel software, Map-
DrawJZ-v2 [44].

Physical map construction and target annotation
Primer sequences corresponding to mapped markers 
were used for extracting physical positions through blast 
search against Chinese Spring reference genome assem-
bly (IWGSC RefSeq v2.1). The DNA sequence within the 
target region, bordered by flanking markers, was further 
used for retrieving gene IDs.

Results
Rust response against LR and YR pathotypes
Leaf rust
At the seedling stage, ILsp3603 was resistant (IT=;) to Pt 
pathotype 77 − 9 while WL711 was susceptible (IT = 3) 
(Fig.  1). Similarly, at the adult plant stage, ILsp3603 had 
only traces (TR) of LR severity while WL711 was sus-
ceptible with a severity of 60–80 S. In F6, there were 77 
Homozygous Resistant (HR), 14 Segregating (Seg) and 
61 Homozygous Susceptible (HS) progenies with χ² 
(1.875:0.25:1.875) = 3.51, p-value = 0.173 while in F7, there were 
82  HR: 7Seg: 63HS progenies (χ² (1.9375:0.125:1.9375) = 3.55, 
p-value = 0.169) at both the seedling and adult plant 
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stages. The LR data at both the growth stages indicated 
the inheritance of a single LR resistance gene, effective 
throughout the life of the plant. This LR resistance gene is 
an all-stage resistance gene and is temporarily designated 
as Lrsp3603 (Table 1).

Stripe rust
ILsp3603 was resistant to YR at the seedling stage with IT 
of “ ; ”, and at the adult plant stage, it showed YR severity 
of traces (TR). WL711 was susceptible with IT = 3 at the 
seedling stage and YR severity of 80S at the adult plant 
stage (Fig.  2). Out of 152 F6 progenies, 77 were HR, 13 

were found to be Seg, while the remaining 62 were HS 
with χ² (1.875:0.25:1.875) = 2.55, p-value = 0.279. In F7 gen-
eration, there were 85  HR: 5Seg: 62HS progenies (χ² 
(1.9375:0.125:1.9375) = 3.61, p-value = 0.164). Segregation of 
progenies at seedling and adult plant stages at F6 and F7 
generation revealed that the YR segregation pattern also 
adhered to the monogenic inheritance of an all-stage 
resistance gene (Table  1). This YR resistance gene has 
been temporarily designated as Yrsp3603.

Association between Lrsp3603 and Yrsp3603

LR and YR scores were compared in F7 progenies to 
determine the association between Lrsp3603 and Yrsp3603. 
Of the total 152 F7 progenies, 130 (∼ 86%) showed similar 
reaction for LR and YR, meaning progenies were either 
HR or Seg or HS for both LR and YR, and the remaining 

Table 1  Segregation of F6 and F7 progenies from cross ILsp3603× WL711 as HR (Homozygous Resistant), Seg (Segregating) and HS 
(Homozygous Susceptible)
Generation No. of lines χ² p-value (p < 0.05)

HR Seg HS Total
Leaf rust
F6 77 14 61 152 3.51 (1.875:0.25:1.875) 0.173
F7 82 7 63 152 3.55 (1.9375:0.125:1.9375) 0.169
Stripe rust
F6 77 13 62 152 2.55 (1.875:0.25:1.875) 0.279
F7 85 5 62 152 3.61 (1.9375:0.125:1.9375) 0.164

Fig. 2  Stripe rust response recorded as disease severity against mixture 
of yellow rust pathotypes at adult plant stage: (a) ILsp3603 (b) WL711 (c, d) 
resistant F6 progenies (e, f) susceptible F6 progenies

 

Fig. 1  Infection type against leaf rust pathotype 77 − 9 (121R60-1) at 
seedling stage (a) ILsp3603 (b) WL711 (c, d) resistant F6 progenies (e, f) sus-
ceptible F6 progenies
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22 progenies (∼ 14%) showed contrasting phenotype, 
either resistant for LR and susceptible for YR or vice 
versa, suggesting recombination between Lrsp3603 and 
Yrsp3603 genes. This implies that these two genes exist 
as separate entities though closely located on the same 
chromosome, with a genetic distance of approximately 
14 cM (Table 2).

Mapping through BSA-35K SNP data analysis
Leaf rust
The parents, ILsp3603 and WL711 along with LR bulks 
(LrRB1, LrRB2, LrSB1, LrSB2) were genotyped using 35K 
Wheat Breeders’ SNP array. After filtering, 24,693 SNPs 
spanning throughout the genome were retained of which 
833 SNPs were polymorphic between contrasting par-
ents and bulks. The highest proportion of these polymor-
phic SNPs (∼ 60%) was on chromosome 6B, followed by 
16.2% on chromosome 6D and 8.4% on chromosome 2D 
(Fig. 3).

Stripe rust
Similarly, independent processing of 35K SNP array data 
was carried out for parental lines and bulks prepared for 
YR (YrRB1, YrRB2, YrSB1, YrSB2), resulting in 26,985 
filtered SNPs of which 474 SNPs were polymorphic 
between contrasting parental lines and bulks. These SNPs 
were distributed on chromosomes 1A, 1D, 2B, 6A, 6B 
and 6D, with the maximum number of the polymorphic 
SNPs lying on chromosome 6B (∼ 69%), followed by 6D 
(18.6%) and 6A (4.7%) (Fig. 3).

Notably, the maximum number of SNPs showing poly-
morphism between resistant and susceptible bulks, both 
for LR (237 SNPs) and YR (148 SNPs), were on chromo-
some 6B. Of these, 90 SNPs were common among LR and 
YR, suggesting the presence of both Lrsp3603 and Yrsp3603 
genes in the vicinity of these SNPs on chromosome 6B 

(Fig. S3). A major number of closely positioned SNPs 
were lying on the short arm of chromosome 6B, span-
ning a physical interval of ∼ 35 Mbp. From these, 19 
SNPs were selected and converted into PCR-based KASP 
assay for validation. Besides, this region was searched for 
already known markers from which 8 PLUG and 7 SSRs 
were selected (Table S2). Also, 15 new SSR markers were 
designed from the genic regions and were named “Tag-
SSRs” (Table S3). All these SNP, SSR and PLUG markers 
were amplified on contrasting parents and bulks of which 
10 markers including 4 SNP based KASP, 1 PLUG and 5 
genic-SSRs (Tag-SSRs), were polymorphic.

Mapping of Lrsp3603 and Yrsp3603

For linkage analysis and genetic map construction, 152 F7 
progenies were amplified with 10 polymorphic markers 
of which 5 markers including one KASP (AX-94542331), 
one PLUG (TNAC1674) and three Tag-SSRs (Tag-SSR10, 
Tag-SSR12 and Tag-SSR14) displayed segregation within 
the population. Marker AX-94542331 showed distinct 
cluster formation and amplified the ‘T’ allele in ILsp3603 
and resistant progenies, and the ‘C’ allele in WL711 & 
susceptible progenies (Fig. S4), with 5 recombinants 
observed with Lrsp3603 and 10 recombinants with Yrsp3603. 
The only polymorphic PLUG marker TNAC1674 showed 
14 and 29 recombinants with Lrsp3603 and Yrsp3603, 

Table 2  Two-way table showing comparison of number of F7 
homozygous resistant (HR), segregating (Seg) and homozygous 
susceptible (HS) progenies for leaf rust and stripe rust

Leaf rust response
Yellow rust response HR Seg HS Total

HR 73 3 9 85
Seg 0 4 1 5
HS 9 0 53 62
Total 82 7 63 152

Fig. 3  Distribution of polymorphic SNPs from 35K SNP array data on 21 wheat chromosomes. Blue color represents SNPs polymorphic between leaf rust 
resistant and susceptible bulks while green color represents SNPs polymorphic between stripe rust resistant and susceptible bulks, both the bulks gener-
ated using F6 progenies of cross, ILsp3603 and WL711
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respectively. It amplified the allele of 628  bp in ILsp3603 
and resistant progenies, while an amplicon size of 600 bp 
was observed in WL711 and susceptible progenies (Fig. 
S5a). Tag-SSR12 and Tag-SSR14 had 4 and 19 recombi-
nants with Lrsp3603 and Yrsp3603 genes, respectively. The 
former produced an amplicon size of 140 bp and 178 bp, 
while the latter amplified alleles of 146  bp and 165  bp 
in resistant and susceptible parents and progenies (Fig. 
S5b, c). The Tag-SSR10 amplified a resistant allele of 
175 bp and a susceptible allele of 160 bp (Fig. S5d) with 
5 and 21 recombinants with Lrsp3603 and Yrsp3603 genes, 
respectively.

Finally, the linkage map was constructed using 
these five markers, SNP AX-94542331, PLUG marker 
TNAC1674 and SSRs Tag-SSR10, Tag-SSR12 and Tag-
SSR14. KASP marker AX-94,542,331 was 3.28  cM away 
from Lrsp3603 and 6.62  cM farther from Yrsp3603. PLUG 
marker TNAC1674 was mapped distally at 9.37 cM and 
19.27  cM from Lrsp3603 and Yrsp3603, respectively. Tag-
SSR12 and Tag-SSR14 were co-segregating and mapped 
closest to Lrsp3603 at 2.42 cM distance but 12.32 cM away 
from Yrsp3603. Tag-SSR10 was positioned at 0.32 cM from 
the other two co-segregating SSRs but was mapped 
2.81 cM away from the Lrsp3603 (Fig. 4a).

Physical positions of markers Tag-SSR14 and AX-
94,542,331, closely linked with Lrsp3603, delimited the 
gene within ∼ 1 Megabase pairs (Mbp) (Fig. 4b). Annota-
tion of this region revealed a total of 28 gene IDs among 
which 10 IDs are known to be associated with disease 
resistance or plant immunity mechanisms (Fig. 4c, Table 
S4). Three of these, TraesCS6B03G0098500, TraesC-
S6B03G0098600 and TraesCS6B03G0101000, encode for 
NBS-LRR domains representing a major class of R genes, 
which play a central role in providing host resistance 

against various pathogens. On the other hand, the can-
didate region for Yrsp3603 was not precisely defined due to 
its location at the distalmost end of the linkage map, with 
markers positioned only on one side. Functional annota-
tion of ∼ 10 Mbp candidate region around Yrsp3603 was 
carried out which also identified 25 gene IDs involved 
in plant defence mechanisms including gene ID TraesC-
S6B03G0114500 which encodes typical NBS-LRR resis-
tance like protein (Table S5). Overall, annotation of 
∼ 15 Mbp target chromosomal region revealed 10 NBS/
LRR encoding gene IDs which can serve as candidates for 
LR and/or YR resistance (Table S6).

Confirmation of homoeologous chromosome position of 
Lrsp3603 and Yrsp3603

To validate the location of Lrsp3603 and Yrsp3603 on chro-
mosome 6B, all markers forming distinct segregation 
within mapping population were amplified on nulliso-
mic-tetrasomic (NT) stocks of chromosome 6 (CS-N6A-
T6D, CS-N6B-T6A, CS-N6D-T6A, CS-N6D-T6B) in 
Chinese Spring background (Fig. S6). AX-94542331, Tag-
SSR10, Tag-SSR12 and Tag-SSR14 amplified a single sus-
ceptible allele on all stocks except CS-N6B-T6A, lacking a 
6B homoeologue. This indicated the markers were from 
chromosome 6B only and absent on chromosome 6 A or 
6D. TNAC1674 amplified two amplicons of size around 
600  bp and 700  bp in CS-N6A-T6D, CS-N6D-T6A and 
CS-N6D-T6B, but only one allele of ∼ 700 bp in CS-N6B-
T6A indicating the absent allele has 6B homoeologue-
specific binding (Fig. S5a, S6e).

Fig. 4  Comparison of (a) genetic map with (b) physical locations (IWGSC v2.1) of chromosome 6B and (c) corresponding annotations associated with 
disease resistance genes within the target region. Gene IDs marked in RED encode for NBS-LRR genes while GREEN represents other disease resistance-
associated domains
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Discussion
Wheat, an essential nutrition staple for billions of people, 
takes the worldwide lead in production volume and cul-
tivated area [45]. However, it is facing numerous biotic 
and abiotic challenges due to faded resilience in culti-
vated wheat germplasm. Among all stresses, leaf rust and 
stripe rusts have remained the most important diseases 
of wheat since ancient times. In India, breeding for rust 
resistance was initiated in the 1930s by Dr B.P. Pal, and 
since then, the rapidly evolving fungal pathogens have 
never let a pause in resistance breeding. Both the rusts 
have been identified with multiple variants such as in 
LR, the groups named 12, 77 and 104 have repeatedly 
evolved, resulting in the breakdown of many important 
LR resistance genes [36, 46]. Similarly, virulence against 
important YR resistance genes such as Yr9, Yr17, Yr18, 
Yr19, Yr21, Yr22, Yr23, Yr25, Yr27 have been detected in 
newly evolved pathotypes 238S119, 110S119 and 46S119 
of yellow rust [47, 48]. The eroding diversity in cultivated 
wheat and the evolution of pathogens make it essential 
to explore the unutilized germplasm to enhance genetic 
diversity and thus tackle the mainstream problems in 
wheat [49]. Hence, in this study, we aimed to introduce 
the LR and YR resistance in wheat from the wild progeni-
tor species Aegilops speltoides.

Ae. speltoides (SS), the diploid wild relative from the 
secondary gene pool of wheat, is among the five mem-
bers of the Sitopsis section. It shares close similarities 
with the B genome of wheat, which originated from a 
diploid extinct species that diverged from Ae. speltoides 
around 4.49 million years ago [49]. It has proven to be a 
valuable genetic resource for enhancing crop resilience 
against many abiotic [50, 51] and most importantly biotic 
challenges like leaf rust, stem rust, powdery mildew and 
green bug. Numerous resistance genes like Lr28, Lr35, 
Lr36, Lr47, Lr51, Lr65, and Lr66 against leaf rust; Sr32, 
Sr39, Sr47, and Sr54 against stem rust; Pm1d, Pm12, 
Pm32, and Pm53 against powdery mildew and Gb5 
against green bug have been identified from this species 
[52, 53].

For this study, we selected one of the LR and YR resis-
tant Ae. speltoides accession pau 3603, which was found 
to be resistant to LR and YR when screened against these 
rusts in PAU for multiple years. To make this resistance 
usable, it was introduced into the hexaploid wheat back-
ground and a hexaploid introgression line named ILsp3603 
was developed by crossing the wild species first with 
tetraploid durum wheat as bridging species (to bridge 
the ploidy gap between diploid Ae. speltoides and hexa-
ploid wheat) and then backcrossed F1 twice with hexa-
ploid wheat to retain chromosome number 2n = 42 and 
recover wheat background. Then to characterize and map 
the transferred rust resistance, we created an F6 and F7 
RIL mapping population by crossing ILsp3603 with LR and 

YR susceptible cultivar WL711. The dominant nature 
of Lrsp3603 and Yrsp3603 resistance genes against both the 
rusts was evident from the F1 being resistant against both 
rusts. Inheritance studies were conducted over two crop-
ping years in F6 and F7 generation against prevalent leaf 
rust (LR) pathotypes, 77−5 (121R63-1), 77−9 (121R60-
1) and stripe rust (YR) pathotypes, 46S119 (46E159), 
110S119 (110E159), 238S119 (238E159). The single major 
gene designated as Lrspelt3603 and Yrspelt3603 demonstrated 
the competence of Ae. speltoides-derived resistance genes 
in providing host protection against predominant pathot-
ypes under Indian conditions.

A revolution in the mapping of valuable genes came 
with the rise of high-throughput next-generation 
sequencing platforms [24, 54, 55]. Furthermore, these 
advancements have enabled the development of high-
density SNP arrays, like the cost-effective 35 K SNP array 
with 35,143 data points. Unlike more expensive plat-
forms, such as the 820K array, this condensed version is 
ideal for large-scale mapping studies and marker-assisted 
selection in wheat breeding [56, 57]. In the present study, 
we integrated BSA with high throughput 35K SNP geno-
typing for rapid identification of genomic region intro-
gressed from LR and YR resistance donor, Ae. speltoides. 
Independent analysis was carried out for LR and YR 
resistance, both of which pinpointed chromosome 6BS as 
the target region. Moreover, the amplification of a diverse 
set of markers like SSRs and PLUG validated the effi-
cacy of this region for providing rust resistance, thereby 
proving the productiveness of this approach in mapping 
useful genes. Genotyping success of SNP arrays has also 
been demonstrated earlier through mapping of LrTs276-
2 on chromosome 1DS using Affymetrix 35K SNP array 
[58], LrP and YrP derived from Aegilops peregrina on 
chr5DS [53] and Lr81 on chromosome 6A using iSelect 
90K SNP array [59].

Mapping of LR and YR resistance genes on chromo-
some 6BS involved 1 SNP, 1 PLUG and 3 SSR markers. 
Chromosomal positions of these markers revealed a 
physical coverage of ∼ 15 Megabase pairs (Mbp) span-
ning from 15.5 Mbp to 30.1 Mbp. Lrsp3603 was specifi-
cally confined within the ∼ 1 Mbp segment (29.2–30.1 
Mbp) of this region flanked by markers Tag-SSR14 and 
AX-94542331. The identified NLR-coding gene IDs, 
TraesCS6B03G0098500, TraesCS6B03G0098600 and 
TraesCS6B03G0101400, serve as promising candidates 
for Lrspelt3603.

S genome of Ae. speltoides shares maximum sequence 
identity with the B genome of T. aestivum [60]. Yet gene 
introgressions from Ae. speltoides into the A and D 
genomes have been observed, such as Lr28 on 4AL [61], 
Lr47 on 7AL [62], Lr65 on 2AS [63], Lr66 on 3AS [64], 
Sr32 on 2DS [32], Gb5 on 7AL [30] which is likely due 
to the repetitive and homoeologous nature of the wheat 
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genome. Therefore, to validate the homoeologue iden-
tity of genes mapped in the current study, we employed 
nullisomic-tetrasomic (NT) aneuploid stocks developed 
originally by E.R. Sears in Chinese Spring background 
[65–67]. Amplification of all the markers near Lrsp3603 
and Yrsp3603 genes (AX-94542331, Tag-SSR10, Tag-SSR12, 
TNAC1674 and Tag-SSR14) on the Nullitetrasomic 
stocks CS-N6A-T6D, CS-N6D-T6A and CS-N6D-T6B 
and absence of their amplification in CS-N6B-T6A con-
firmed these markers on 6B homoeologue.

Till date, four designated LR resistance genes have 
been reported on chromosome 6B viz. Lr36 from Aegil-
ops speltoides, Lr53 from Triticum dicoccoides, Lr59 from 
Aegilops peregrina, and Lr61 from durum wheat. Lr36 is 
the only gene that has been mapped on chromosome 6BS 
as well as derived from Ae. speltoides. The presence of 
Lr36 in the present study was tested by amplifying linked 
SSR Xgwm88 [68] which was monomorphic between 
ILsp3603 and WL711 indicating that the leaf rust resistance 
gene mapped in the present study is not Lr36. Moreover, 
pathotypes 77−5 and 77−9 have gained virulence against 
this gene, while Lrsp3603 resistance mapped in the current 
study, is effective. Lr53 is effective against all the preva-
lent Indian leaf rust pathotypes [69] but has been derived 
from a different progenitor species, T. dicoccoides (AB). 
Its closely linked marker, Xcfd1 [12] was monomorphic 
in the ILsp3603 and WL711 hence, an unlikely candidate 
for Lrsp3603. Lr59, though on chromosome 6B has been 
introduced from an entirely different origin i.e. Ae. pereg-
rina (UUSS) with S genome originating from Ae. longis-
sima [23, 70]. Moreover, SSR Xgwm518 [71] linked with 
Lr59 was monomorphic in ILsp3603 and WL711, ruling out 
this gene as a candidate for Lrsp3603. Lr61 has also been 
mapped on Chromosome 6BS but has been identified 
from a non-wild source i.e. Chilean durum wheat cultivar 
by Herrera-Foessel et al. in 2008 [72].

Besides LR resistance genes, three Yr genes, Yr35 
(linked to Lr53), Yr36 and Yr78 have been reported on 
chromosome 6B. While Yr35 and Yr36 have been report-
edly derived from T. dicoccoides, Yr78 has been mapped 
through validation of QTL identified through GWAS 
studies [73]. Yr36 is a high-temperature adult plant stage 
resistance gene [15] but Yrsp3603 is an all-stage resistance 
gene. The Yr78 gene is again an adult plant resistance 
gene that has been delimited within markers, CDM88 
and CDM103 with corresponding physical locations, 
107.4 Mbp to 118.6 Mbp according to RefSeq v2.1 [74]. 
However, in this study, Yrsp3603 provides all-stage resis-
tance and is mapped closer to AX-94542331 which is 
physically positioned at 30.1 Mbp, far away from Yr78. 
Therefore, Yr78 and Yrsp3603 are different genes.

Conclusion
This study utilised an introgression line ILsp3603 which 
was developed through crossing and backcrossing Aegil-
ops speltoides with susceptible wheat varieties. ILsp3603 
carrying LR and YR resistance in the background of hexa-
ploid wheat, was subsequently crossed with susceptible 
wheat WL711 to generate a mapping population suitable 
for characterising and mapping rust resistance genes. We 
identified closely linked markers spanning a genetic dis-
tance of 12.65 cM, which could be beneficial for marker-
assisted transfer of novel LR and YR resistance genes in 
wheat breeding programmes.

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12863-024-01247-5.

Supplementary Material 1

Acknowledgements
The authors are grateful to ICAR-Indian Institute of Wheat and Barley Research, 
Flowerdale, Shimla for providing pure Pt and Pst inoculum for this study. 
Special thanks to Dr Kuldeep Singh for initiating the crosses with Aegilops 
speltoides.

Author contributions
B.K.-Investigation, formal analysis, writing-original draft preparation. B.K.B.-
review and editing. G.S.D.- Introgression line development. J.K.-Contribution in 
rust screening. A.S. and P.S.-Material development. P.C-Review of manuscript. 
S.K.-Conceptualization, methodology, supervision, review and editing.

Funding
Not Applicable.

Data availability
Supporting data is provided within the manuscript or supplementary 
information files. Further inquiries can be addressed to the corresponding 
author.

Declarations

Competing interests
The authors declare no competing interests.

Ethics approval and consent to participate
Not Applicable.

Consent for publication
Not Applicable.

Received: 12 February 2024 / Accepted: 19 June 2024

References
1.	 Basnet B, Juliana P, Bhattarai K, Upreti U. A review on major rust resistance 

gene and amino acid changes on wheat (Triticum aestivum L). SSRN J. 2022. 
https://www.ssrn.com/abstract=4258549.

2.	 Lan C, Hale IL, Herrera-Foessel SA, Basnet BR, Randhawa MS, Huerta-Espino 
J, et al. Characterization and mapping of Leaf Rust and stripe rust resistance 
loci in Hexaploid Wheat Lines UC1110 and PI610750 under Mexican environ-
ments. Front Plant Sci. 2017;8:1450.

3.	 Figueroa M, Hammond-Kosack KE, Solomon PS. A review of wheat diseases—
a field perspective. Mol Plant Pathol. 2018;19(6):1523–36.

https://doi.org/10.1186/s12863-024-01247-5
https://doi.org/10.1186/s12863-024-01247-5
https://www.ssrn.com/abstract=4258549


Page 9 of 10Kaur et al. BMC Genomic Data           (2024) 25:69 

4.	 Khanfri S, Boulif M, Lahlali R. Yellow rust (Puccinia Striiformis): a serious threat 
to Wheat Production Worldwide. Not Sci Biol. 2018;10(3):410–23.

5.	 Khushboo SS, Gupta V, Pandit D, Abrol S, Choskit D, Farooq S, et al. Epi-
demiology of stripe rust of wheat: a review. Int J Curr Microbiol App Sci. 
2021;10(01):1158–72.

6.	 Bhardwaj SC, Singh GP, Gangwar OP, Prasad P, Kumar S. Status of wheat Rust 
Research and Progress in Rust Management-Indian Context. Agronomy. 
2019;9(12):892.

7.	 Bhavani S, Singh RP, Hodson DP, Huerta-Espino J, Randhawa MS. Wheat rusts: 
current status, prospects of Genetic Control and Integrated Approaches 
to enhance resistance durability. In: Reynolds MP, Braun HJ, editors. Wheat 
improvement. Cham: Springer International Publishing; 2022. pp. 125–41. 
https://link.springer.com/10.1007/978-3-030-90673-3_8.

8.	 Balfourier F, Bouchet S, Robert S, De Oliveira R, Rimbert H, Kitt J, et al. 
Worldwide phylogeography and history of wheat genetic diversity. Sci Adv. 
2019;5(5):eaav0536.

9.	 Lidwell-Durnin J, Lapthorn A. The threat to global food security from wheat 
rust: ethical and historical issues in fighting crop diseases and preserving 
genetic diversity. Global Food Secur. 2020;26:100446.

10.	 Chhuneja P, Kaur S, Garg T, Ghai M, Kaur S, Prashar M, et al. Mapping of adult 
plant stripe rust resistance genes in diploid A genome wheat species and 
their transfer to bread wheat. Theor Appl Genet. 2008;116(3):313–24.

11.	 Cook NM, Chng S, Woodman TL, Warren R, Oliver RP, Saunders DG. High fre-
quency of fungicide resistance-associated mutations in the wheat yellow rust 
pathogen Puccinia striiformis f. sp. tritici. Pest Manag Sci. 2021;77(7):3358–71.

12.	 Dadkhodaie NA, Karaoglou H, Wellings CR, Park RF. Mapping genes Lr53 and 
Yr35 on the short arm of chromosome 6B of common wheat with microsatel-
lite markers and studies of their association with Lr36. Theor Appl Genet. 
2011;122(3):479–87.

13.	 Kolmer JA, Bernardo A, Bai G, Hayden MJ, Anderson JA. Thatcher wheat line 
RL6149 carries Lr64 and a second leaf rust resistance gene on chromosome 
1DS. Theor Appl Genet. 2019;132(10):2809–14.

14.	 Sun GL, Fahima T, Korol AB, Turpeinen T, Grama A, Ronin YI, et al. Identification 
of molecular markers linked to the Yr15 stripe rust resistance gene of wheat 
originated in wild emmer wheat. Triticum dicoccoides Theor Appl Genet. 
1997;95(4):622–8.

15.	 Uauy C, Brevis JC, Chen X, Khan I, Jackson L, Chicaiza O, et al. High-tem-
perature adult-plant (HTAP) stripe rust resistance gene Yr36 from Triticum 
turgidum ssp. dicoccoides is closely linked to the grain protein content locus 
Gpc-B1. Theor Appl Genet. 2005;112(1):97–105.

16.	 Brown-Guedira GL, Singh S, Fritz AK. Performance and Mapping of Leaf Rust 
Resistance Transferred to Wheat from Triticum timopheevii subsp. armenia-
cum. Phytopathology®. 2003;93(7):784–9.

17.	 Sadeghabad AA, Dadkhodaie A, Heidari B, Razi H, Mostowfizadeh-
Ghalamfarsa R. Microsatellite markers for the Triticum timopheevi-derived 
leaf rust resistance gene Lr18 on wheat 5BL chromosome. Breed Sci. 
2017;67(2):129–34.

18.	 Gupta SK, Charpe A, Koul S, Prabhu KV, Haq QMR. Development and 
validation of molecular markers linked to an Aegilops umbellulata –derived 
leaf-rust-resistance gene, Lr9, for marker-assisted selection in bread wheat. 
Genome. 2005;48(5):823–30.

19.	 Bansal M, Kaur S, Dhaliwal HS, Bains NS, Bariana HS, Chhuneja P, et al. Map-
ping of Aegilops umbellulata -derived leaf rust and stripe rust resistance loci in 
wheat. Plant Pathol. 2017;66(1):38–44.

20.	 Marais GF, McCallum B, Snyman JE, Pretorius ZA, Marais AS. Leaf rust and 
stripe rust resistance genes Lr54 and Yr37 transferred to wheat from Aegilops 
Kotschyi. Plant Breeding. 2005;124(6):538–41.

21.	 Marais GF, Badenhorst PE, Eksteen A, Pretorius ZA. Reduction of Aegilops sha-
ronensis chromatin associated with resistance genes Lr56 and Yr38 in wheat. 
Euphytica. 2010a;171(1):15–22.

22.	 Kuraparthy V, Chhuneja P, Dhaliwal HS, Kaur S, Bowden RL, Gill BS. Character-
ization and mapping of cryptic alien introgression from Aegilops geniculata 
with new leaf rust and stripe rust resistance genes Lr57 and Yr40 in wheat. 
Theor Appl Genet. 2007;114(8):1379–89.

23.	 Marais GF, McCallum B, Marais AS. Wheat leaf rust resistance gene Lr59 
derived from Aegilops Peregrina. Plant Breeding. 2008;127(4):340–5.

24.	 Narang D, Kaur S, Steuernagel B, Ghosh S, Bansal U, Li J, et al. Discovery and 
characterisation of a new leaf rust resistance gene introgressed in wheat 
from wild wheat Aegilops Peregrina. Sci Rep. 2020;10(1):7573.

25.	 Arora S, Kaur S, Dhillon GS, Singh R, Kaur J, Sharma A, et al. Introgression and 
genetic mapping of leaf rust and stripe rust resistance in Aegilops triuncialis. J 
Genet. 2021;100(1):6.

26.	 Toor PI, Kaur S, Bansal M, Yadav B, Chhuneja P. Mapping of stripe rust resis-
tance gene in an Aegilops caudata introgression line in wheat and its genetic 
association with leaf rust resistance. J Genet. 2016;95(4):933–8.

27.	 Kaur S, Jindal S, Kaur M, Chhuneja P. Utilization of wild species for 
wheat improvement using genomic approaches. In: Gosal SS, Wani 
SH, editors. Biotechnologies of Crop Improvement. Volume 3. Cham: 
Springer International Publishing; 2018. pp. 105–50. http://link.springer.
com/10.1007/978-3-319-94746-4_6.

28.	 Avni R, Lux T, Minz-Dub A, Millet E, Sela H, Distelfeld A, et al. Genome 
sequences of three Aegilops species of the section Sitopsis reveal phyloge-
netic relationships and provide resources for wheat improvement. Plant J. 
2022;110(1):179–92.

29.	 Kerber ER, Dyck PL. Transfer to hexaploid wheat of linked genes for adult-
plant leaf rust and seedling stem rust resistance from an amphiploid of 
Aegilops speltoides × Triticum monococcum. Genome. 1990;33(4):530–7.

30.	 Triebe B, Mukai Y, Dhaliwal HS, Martin TJ, Gill BS. Identification of alien chro-
matin specifying resistance to wheat streak mosaic and greenbug in wheat 
germ plasm by C-banding and in situ hybridization. Theoret Appl Genet. 
1991;81(3):381–9.

31.	 Ghazvini H, Hiebert CW, Thomas JB, Fetch T. Development of a multiple 
bulked segregant analysis (MBSA) method used to locate a new stem rust 
resistance gene (Sr54) in the winter wheat cultivar norin 40. Theor Appl 
Genet. 2013;126(2):443–9.

32.	 Mago R, Verlin D, Zhang P, Bansal U, Bariana H, Jin Y, et al. Development of 
wheat–Aegilops speltoides recombinants and simple PCR-based markers for 
Sr32 and a new stem rust resistance gene on the 2S#1 chromosome. Theor 
Appl Genet. 2013;126(12):2943–55.

33.	 Yu G, Klindworth DL, Friesen TL, Faris JD, Zhong S, Rasmussen JB, et al. Devel-
opment of a diagnostic co-dominant marker for stem rust resistance gene 
Sr47 introgressed from Aegilops speltoides into durum wheat. Theor Appl 
Genet. 2015;128(12):2367–74.

34.	 Tang S, Hu Y, Zhong S, Luo P. The potential role of Powdery Mildew-Resis-
tance Gene Pm40 in Chinese wheat-breeding programs in the Post-Pm21 era. 
Engineering. 2018;4(4):500–6.

35.	 Li H, Hua L, Zhao S, Hao M, Song R, Pang S, et al. Cloning of the wheat leaf 
rust resistance gene Lr47 introgressed from Aegilops speltoides. Nat Commun. 
2023;14(1):6072.

36.	 Kaur H, Kaur J, Bala R, Sharma A, Kumari J, Mavi GS, et al. Postulation of leaf 
rust resistance genes in Indian and exotic wheat germplasm using near-
isogenic lines (NILs) and molecular markers. Crop Prot. 2023;174:106431.

37.	 Stakman EC, Stewart DM, Loegering WQ. Identification of physiological races 
of Puccinia graminis var. Tritici. 1962.

38.	 Peterson RF, Campbell AB, Hannah AE, A DIAGRAMMATIC SCALE FOR 
ESTIMATING, RUST INTENSITY ON LEAVES AND STEMS OF CEREALS. Can J Res. 
1948;26c(5):496–500.

39.	 Saghai-Maroof MA, Soliman KM, Jorgensen RA, Allard RW. Ribosomal 
DNA spacer-length polymorphisms in barley: mendelian inheritance, 
chromosomal location, and population dynamics. Proc Natl Acad Sci USA. 
1984;81(24):8014–8.

40.	 Ramirez-Gonzalez RH, Uauy C, Caccamo M. PolyMarker: a fast polyploid 
primer design pipeline. Bioinformatics. 2015;31(12):2038–9.

41.	 Somers DJ, Isaac P, Edwards K. A high-density microsatellite consensus map 
for bread wheat (Triticum aestivum L). Theor Appl Genet. 2004;109(6):1105–14.

42.	 Ishikawa G, Yonemaru J, Saito M, Nakamura T. PCR-based landmark unique 
gene (PLUG) markers effectively assign homoeologous wheat genes to A, B 
and D genomes. BMC Genomics. 2007;8(1):135.

43.	 Beier S, Thiel T, Münch T, Scholz U, Mascher M. MISA-web: a web 
server for microsatellite prediction. Valencia A, editor. Bioinformatics. 
2017;33(16):2583–5.

44.	 Liu RH, Meng JL. [MapDraw: a microsoft excel macro for drawing genetic link-
age maps based on given genetic linkage data]. Yi Chuan. 2003;25(3):317–21.

45.	 Akci N. Wheat Stripe, Leaf, and Stem Rust Diseases. In: Ansari M ur R, editor. 
Wheat. IntechOpen; 2022. https://www.intechopen.com/chapters/83521.

46.	 Gupta N, Bhardwaj SC, Sharma TR, Prasad P, Gangwar OP, Kumar S. Population 
behaviour of predominant and virulent pathotypes of Puccinia triticina caus-
ing wheat brown rust in India. Indian Phytopathol. 2018;71(1):59–64.

47.	 Bouvet L, Holdgate S, James L, Thomas J, Mackay IJ, Cockram J. The evolving 
battle between yellow rust and wheat: implications for global food security. 
Theor Appl Genet. 2022;135(3):741–53.

48.	 Haider MW, Kaur J, Bala R, Singh S, Srivastava P, Sharma A, et al. Stripe rust 
resistance gene(s) postulation in wheat germplasm with the help of differen-
tials and tagged molecular markers. Sci Rep. 2023;13(1):9007.

https://link.springer.com/10.1007/978-3-030-90673-3_8
http://link.springer.com/10.1007/978-3-319-94746-4_6
http://link.springer.com/10.1007/978-3-319-94746-4_6
https://www.intechopen.com/chapters/83521


Page 10 of 10Kaur et al. BMC Genomic Data           (2024) 25:69 

49.	 Sharma A, Srivastava P, Mavi GS, Kaur S, Kaur J, Bala R, et al. Resurrection of 
wheat cultivar PBW343 using marker-assisted gene pyramiding for Rust 
Resistance. Front Plant Sci. 2021;12:570408.

50.	 Awlachew ZT, Singh R, Kaur S, Bains NS, Chhuneja P. Transfer and mapping of 
the heat tolerance component traits of Aegilops speltoides in tetraploid wheat 
Triticum durum. Mol Breed. 2016;36(6):78.

51.	 Seni S, Kaur S, Malik P, Yadav IS, Sirohi P, Chauhan H, et al. Transcriptome based 
identification and validation of heat stress transcription factors in wheat 
progenitor species Aegilops speltoides. Sci Rep. 2021;11(1):22049.

52.	 Dhillon GS, Kaur S, Das N, Singh R, Poland J, Kaur J, et al. QTL map-
ping for stripe rust and powdery mildew resistance in Triticum durum 
– Aegilops speltoides backcross introgression lines. Plant Genet Resour. 
2020;18(4):211–21.

53.	 Kaur J, Kaur J, Dhillon GS, Kaur H, Singh J, Bala R, et al. Characterization and 
mapping of Spot Blotch in Triticum durum–Aegilops speltoides Introgression 
Lines using SNP markers. Front Plant Sci. 2021;12:650400.

54.	 Narang D, Kaur S, Steuernagel B, Ghosh S, Dhillon R, Bansal M, et al. Fine map-
ping of Aegilops Peregrina co-segregating leaf and stripe rust resistance genes 
to distal-most end of 5DS. Theor Appl Genet. 2019;132(5):1473–85.

55.	 Bansal M, Adamski NM, Toor PI, Kaur S, Molnár I, Holušová K, et al. Aegilops 
umbellulata introgression carrying leaf rust and stripe rust resistance genes 
Lr76 and Yr70 located to 9.47-Mb region on 5DS telomeric end through a 
combination of chromosome sorting and sequencing. Theor Appl Genet. 
2020;133(3):903–15.

56.	 Allen AM, Winfield MO, Burridge AJ, Downie RC, Benbow HR, Barker GLA, et 
al. Characterization of a wheat breeders’ array suitable for high-throughput 
SNP genotyping of global accessions of hexaploid bread wheat (Triticum 
aestivum). Plant Biotechnol J. 2017;15(3):390–401.

57.	 Babu P, Baranwal DK, Harikrishna, Pal D, Bharti H, Joshi P, et al. Application of 
Genomics Tools in Wheat breeding to attain durable rust resistance. Front 
Plant Sci. 2020;11:567147.

58.	 Dinkar V, Jha SK, Mallick N, Niranjana M, Agarwal P, Sharma JB, et al. Molecular 
mapping of a new recessive wheat leaf rust resistance gene originating from 
Triticum spelta. Sci Rep. 2020;10(1):22113.

59.	 Gessese M, Bariana H, Wong D, Hayden M, Bansal U. Molecular Mapping of 
Stripe Rust Resistance Gene Yr81 in a common wheat Landrace Aus27430. 
Plant Dis. 2019;103(6):1166–71.

60.	 Yang Y, Cui L, Lu Z, Li G, Yang Z, Zhao G, et al. Genome sequencing of Sitopsis 
species provides insights into their contribution to the B subgenome of 
bread wheat. Plant Commun. 2023;4(4):100567.

61.	 Cherukuri DP, Gupta SK, Charpe A, Koul S, Prabhu KV, Singh RB, et al. Molecu-
lar mapping of Aegilops speltoides derived leaf rust resistance gene Lr28 in 
wheat. Euphytica. 2005;143(1–2):19–26.

62.	 Dubcovsky J, Lukaszewski AJ, Echaide M, Antonelli EF, Porter DR. Molecular 
characterization of two Triticum speltoides interstitial translocations carrying 
Leaf Rust and Greenbug Resistance genes. Crop Sci. 1998;38(6):1655–60.

63.	 Mohler V, Singh D, Singrün C, Park RF. Characterization and mapping of Lr65 
in spelt wheat ‘Altgold Rotkorn’. Plant Breeding. 2012;131(2):252–7.

64.	 Marais GF, Bekker TA, Eksteen A, McCallum B, Fetch T, Marais AS. Attempts 
to remove gametocidal genes co-transferred to common wheat with rust 
resistance from Aegilops speltoides. Euphytica. 2010;171(1):71–85.

65.	 Sears ER. The aneuploids of common wheat. University of Missouri, College of 
Agriculture, Agricultural Experiment Station; 1954.

66.	 Liu M, Rathjen T, Weligama K, Forrest K, Hayden M, Delhaize E. Analysis of 
aneuploid lines of bread wheat to map chromosomal locations of genes 
controlling root hair length. Ann Botany. 2017;119(8):1333–41.

67.	 Guan J, Garcia DF, Zhou Y, Appels R, Li A, Mao L. The battle to sequence the 
Bread Wheat Genome: a tale of the three kingdoms. Genom Proteom Bioin-
form. 2020;18(3):221–9.

68.	 Pourkhorshid Z, Dadkhodaie A, Niazi A. Molecular mapping of the Aegilops 
speltoides-derived leaf rust resistance gene Lr36 in common wheat (Triticum 
aestivum). Euphytica. 2022;218(3):26.

69.	 Raghunandan K, Tanwar J, Patil SN, Chandra AK, Tyagi S, Agarwal P, et al. Iden-
tification of Novel Broad-Spectrum Leaf Rust Resistance sources from Khapli 
Wheat Landraces. Plants. 2022;11(15):1965.

70.	 Ruban AS, Badaeva ED. Evolution of the S-Genomes in Triticum-Aegilops Alli-
ance: Evidences from chromosome analysis. Front Plant Sci. 2018;9:1756.

71.	 Ren X, Wang C, Ren Z, Wang J, Zhang P, Zhao S, et al. Genetics of Resistance 
to Leaf Rust in Wheat: an overview in a genome-wide level. Sustainability. 
2023;15(4):3247.

72.	 Herrera-Foessel SA, Singh RP, Huerta-Espino J, William HM, Djurle A, Yuen 
J. Molecular Mapping of a Leaf Rust Resistance Gene on the short arm of 
chromosome 6B of Durum Wheat. Plant Dis. 2008;92(12):1650–4.

73.	 Dong Z, Hegarty JM, Zhang J, Zhang W, Chao S, Chen X, et al. Validation and 
characterization of a QTL for adult plant resistance to stripe rust on wheat 
chromosome arm 6BS (Yr78). Theor Appl Genet. 2017;130(10):2127–37.

74.	 Dang C, Zhang J, Dubcovsky J. High-resolution mapping of Yr78, an adult 
plant resistance gene to wheat stripe rust. Plant Genome. 2022;15(2):e20212.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations.


	﻿Mapping of ﻿Aegilops speltoides﻿ derived leaf rust and stripe rust resistance genes using 35K SNP array
	﻿Abstract
	﻿Background
	﻿Materials and methods
	﻿Introgression line IL﻿﻿sp3603﻿﻿ and mapping population
	﻿Rust screening
	﻿Seedling stage


	﻿Adult plant stage
	﻿DNA extraction and 35K SNP array genotyping
	﻿Primer designing and linkage mapping
	﻿Homoeologue confirmation for leaf rust and stripe rust resistance
	﻿Statistical analysis
	﻿Physical map construction and target annotation
	﻿Results
	﻿Rust response against LR and YR pathotypes
	﻿Leaf rust


	﻿Stripe rust
	﻿Association between ﻿Lr﻿﻿﻿sp3603﻿﻿ and ﻿Yr﻿﻿﻿sp3603﻿﻿
	﻿Mapping through BSA-35K SNP data analysis


