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ReseaRch

Common wheat (Triticum aestivum L.) is the second most widely 
grown crop worldwide, with ?750 Tg produced every year 

(FAO, 2018). To maintain and increase global wheat production, it 
is necessary to minimize losses generated by different pathogens. 
Wheat stripe rust (also called yellow rust), caused by Puccinia stri-
iformis Westend. f. sp. tritici (Pst), is a devastating disease (Hovmøller 
et al., 2008; Chen et al., 2010) that causes significant reductions in 
both yield (Smith et al., 1986) and grain quality (Dimmock and 
Gooding, 2002; Lowe et al., 2011). During the last two decades, 
new Pst races with broader virulence profiles, increased aggres-
siveness, and tolerance to high temperatures have defeated many 
of the previously known stripe rust resistance genes (Milus et al., 
2008; Markell and Milus, 2008; Hovmøller et al., 2016). In 2000 
alone, 21 new, highly virulent races were identified in the United 
States, and >60 additional races have been found since then. In 
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ABSTRACT
During the last two decades, new virulent and 
aggressive races of Puccinia striiformis Westend. 
f. sp. tritici (Pst) have spread worldwide, causing 
devastating epidemics and prompting the search 
for new sources of resistance in wheat (Triticum 
aestivum L.). Between 2012 and 2017, we mapped 
four stripe rust resistance quantitative trait loci 
(QTL) effective against the Pst races present in 
California, USA, using recombinant inbred lines 
(RILs) developed from the cross between the 
Argentinean cultivars ‘Klein Proteo’ and ‘Klein 
Chajá’. The RIL population showed transgressive 
segregation in all six growing seasons relative to 
the parental lines, which showed moderate levels 
of Pst resistance. Analyses by year detected 
QTL conferring adult plant resistance on chro-
mosomes 1BL, 2BS, 3D centromeric (from Klein 
Chajá), and 4DL (from Klein Proteo). QYr.ucw-1BL, 
mapped in the Yr29 resistance gene region, was 
significant in all seasons (P < 0.01) and explained 
on average 31.0 to 32.8% of the observed varia-
tion. QYr.ucw-2BS showed a stronger effect 
than QYr.ucw-1BL in 2013 but was ineffective in 
2014 and 2016. This QTL also conferred seedling 
resistance, suggesting that it is an all-stage 
resistance gene. Centromeric QYr.ucw-3D and 
QYr.ucw-4DL showed smaller effects than the 
previous QTL and were significant only in some of 
the experiments. No significant interactions were 
detected among QTL, indicating the absence of 
digenic epistatic effects. The molecular markers 
identified in this study can be used to combine 
these genes and accelerate their deployment in 
wheat breeding programs.
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2003, these new Pst races caused grain yield losses of >25% 
in California, where these new races were initially detected 
(Jackson et al., 2003). Highly virulent races were reported 
later in Australia, Europe, and North Africa (Dong et al., 
2017). Two of the Pst genotypes, identified in Europe and 
North Africa in 2015 to 2016, were detected in 2017 in 
Argentina, where they affected >3 million ha, causing the 
worst epidemics of stripe rust since the 1930s (Global Rust 
Reference Centre, 2018).

Although fungicides can be used to control this 
disease, they are expensive and pose health risks when 
not used properly. Breeding resistant cultivars is a more 
effective, economical, and environmentally friendly way 
to control stripe rust in wheat (Cao et al., 2012). However, 
the implementation of this strategy requires continuous 
efforts to identify and deploy new sources of resistance 
against the rapidly evolving Pst populations.

Wheat rust resistance genes are classified into all-stage 
and adult plant resistance (APR) genes. All-stage resis-
tance genes (also called major or seedling resistance genes) 
are effective starting at early stages of plant development 
and typically encode nucleotide binding site–leucine-rich 
repeat (NBS-LRR) resistance proteins. These proteins 
recognize pathogen effectors (or the modified host proteins) 
and trigger either hypersensitive reactions (Periyannan et 
al., 2013; Saintenac et al., 2013; Mago et al., 2015; Steuer-
nagel et al., 2016; Marchal et al., 2018) or the coordinated 
upregulation of Pathogenesis-related (PR) genes that reduce 
pathogen growth (Zhang et al., 2017; Chen et al., 2018). 
By contrast, the few wheat rust APR resistance genes 
cloned so far encode a more diverse set of proteins than the 
NBS-LRR, which include an ATP-binding cassette (ABC) 
transporter (Krattinger et al., 2009), a kinase-START lipid 
binding protein (Fu et al., 2009; Gou et al., 2015), and a 
hexose transporter (Moore et al., 2015).

Changes in pathogen effectors, including amino acid 
changes in the contact surface, loss-of-function muta-
tions, or deletions, can help the pathogen avoid detection 
by the corresponding NBS-LRR genes (Chen et al., 2017; 
Salcedo et al., 2017). As a result, many all-stage resistance 
genes are defeated within a few years of their commercial 
deployment by the rapidly evolving rust populations. By 
contrast, resistance conferred by rust APR genes has been 
relatively durable (Krattinger et al., 2009). To improve the 
durability of deployed rust resistance genes, wheat breeders 
pyramid multiple all-stage resistance genes, multiple APR 
genes, or combinations of both (Singh et al., 2000; Lowe 
et al., 2011; Nelson et al., 2018). However, as some of 
the genes in these pyramids are defeated, it is important 
to discover new sources of resistance and develop linked 
molecular markers to incorporate them in new pyramids 
and accelerate their deployment.

The main objective of this study was to map quan-
titative trait loci (QTL) for field resistance to the new 

aggressive Pst races detected in California after the year 
2000. Additional objectives included the study of the 
QTL epistatic interactions to select the best combinations, 
and their comparison with previously mapped Pst resis-
tance genes to determine their novelty. To explore sources 
of resistance different from the ones frequently used in 
our breeding program, we selected a recombinant inbred 
line (RIL) population derived from the cross between the 
partially resistant Argentinean cultivars ‘Klein Proteo’ 
(KP) and ‘Klein Chajá’ (KC).

MATeRiAlS And MeThodS
Population development
A segregating mapping population of 96 RILs was devel-
oped by crossing the Argentinean common spring wheat 
cultivars KP (KAVKAZ/K-4500-L.A.4//VEERY/3/KLEIN-
COBRE/4/KL-H-1928-M-132) and KC (NANJING/3/
BUCKBUCK//H-697/DEKALB-LAPACHO). Both lines 
showed intermediate levels of Pst resistance, but no named stripe 
rust resistance genes have been previously reported from these 
lines. By contrast, leaf rust (Puccinia triticina Erikss.) resistance 
genes have been identified both in KC (Lr17) and KP (Lr3a and 
Lr10) (Vanzetti et al., 2011). The RIL population was geno-
typed at F6, and F6:7 head rows were planted for seed increases. 
F6:8 seeds were used for all the following field experiments.

linkage Map Construction
Genomic DNA was extracted using the cetyltrimethylammo-
nium bromide (CTAB) method (Murray and Thompson, 1980) 
and resuspended in 200 mL of Tris-HCl ethylenediaminetet-
raacetic acid (EDTA, pH 8.0). Genotyping was conducted at 
the USDA-ARS genotyping laboratory in Fargo, ND, using 
the Illumina Infinium Wheat single nucleotide polymorphism 
(SNP) 9K iSelect assay, developed by the International Wheat 
SNP Consortium (Cavanagh et al., 2013). Illumina SNP data 
were processed with GenomeStudio 2011.1 (Illumina, 2011). 
In addition, 108 polymorphic simple sequence repeats (SSRs, 
Grain Genes database, http://wheat.pw.usda.gov/GG3/) were 
mapped to facilitate the comparison with previously published 
maps. Co-segregating markers were combined into one repre-
sentative marker for map construction and QTL analyses. A 
linkage map was built with MAPMAKER/EXP 3.0 (Lincoln 
et al., 1993) using the Kosambi mapping function (Kosambi, 
1943). Markers were grouped into linkage groups using a 
minimum logarithm of odds (LOD) threshold of 3.0, and a 
three-point linkage analysis was used to determine the most 
likely order of markers. Linkage groups were assigned to 
chromosomes using a previous consensus map as a reference 
(Cavanagh et al., 2013).

Field experiments
The RIL population and the parental lines KC and KP were 
sown in mid-November at the University of California Field 
Station near Davis, CA (38°31¢ N, 121°46¢ W) in a Yolo loam 
soil (fine-silty, mixed, superactive, nonacid, thermic Mollic 
Xerofluvents). Fertilization consisted of 224 kg N ha−1 applied 
as (NH4)2SO4, half at preplanting and the rest at the beginning 
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markers were used as classification variables in a factorial ANOVA 
for IT and severity conducted independently for each growing 
season using the PROC GLM statement in SAS version 9.4 (SAS 
Institute, 2013). The statistical model included the peak markers 
for each QTL and their first-order interactions. Normality of 
residuals was tested using the Shapiro–Wilk test implemented in 
PROC UNIVARIATE, and the phenotypic variation explained 
(PVE) was calculated using PROC VARCOMP for each QTL. 
To validate the selected peak markers, we also explored the 
closest flanking markers in factorial ANOVAs including all four 
QTL and environments as blocks. For each QTL, we conducted 
three separate ANOVAs, with the peak marker and the two 
closest flanking markers (maintaining the selected peak markers 
at the other three QTL). We then compared the F values of the 
selected peak markers and the flanking markers and confirmed 
that the selected peak marker was the most significant in the 
combined analyses. Correlation coefficients (r) between IT and 
severity from different years were calculated using the PROC 
GLM statement in SAS version 9.4.

For the PVE calculation, the nonsignificant interac-
tions were excluded from the model. The effect of individual 
QTL–QTL combinations was estimated by calculating the least 
squares means (LS means) for IT and severity of RILs sharing 
the same alleles at the four QTL peak markers. The groups 
with different resistance allele combinations were compared 
with RILs with no resistance QTL using a Dunnett multiple 
comparison test. Error bars represent the SEMs.

Comparisons with Previously Mapped 
Resistance Genes and QTl
To compare the location of the QTL identified in this study with 
previously published Pst resistance genes and QTL, sequence-
based markers flanking the QTL were aligned to the most recent 
T. aestivum reference sequence of Chinese Spring (IWGSC RefSeq 
v1.0) developed by the International Wheat Genome Sequencing 
Consortium (IWGSC, 2018). We then used the physical position 
of the markers on the reference sequence and the MapChart 2.2 
(Voorrips, 2002) program to generate comparative maps.

ReSulTS
linkage Map
The linkage map generated for the RIL population has a 
total length of 2903 cM and includes 2806 polymorphic 
markers (2698 SNPs and 108 SSRs), resulting in an average 
of one marker per centimorgan. After merging co-segre-
gating markers, 747 unique polymorphic loci were mapped. 
A smaller number of SNP markers were mapped on the 
D genome chromosomes (232 SNPs) relative to those in the 
A (1315 SNPs) or B (1151 SNPs) genome chromosomes, a 
result similar to previous maps constructed using the same 
SNP assay (Cavanagh et al., 2013; Dong et al., 2017). A 
spreadsheet with all mapped markers and mapped distances 
is included as Supplemental File S1.

Stripe Rust infection
Both parental lines showed moderate levels of field resis-
tance to the Pst races present in the six experiments 

of jointing. Trials were flood irrigated as needed (two to five 
irrigations). Because of limited seed supply, four RILs were 
excluded and only 92 RILs were used in these experiments. 
Each line was planted in 1-m head rows (30 seeds per row), 
with a spacing of 0.4 m between rows. The field experiment 
was repeated for six consecutive years (2012–2017), with two 
replications of the RIL population used in each year.

The highly susceptible common wheat line DS6301 was 
used as a spreader border to provide a strong and even inoculum 
pressure. Although natural and strong Pst infections occurred 
regularly in this region (Maccaferri et al., 2015), we inoculated 
the susceptible borders with a mix of Pst spores collected at 
the University of California–Davis experimental field station 
during the previous season to ensure a strong disease pressure. 
No fungicides were applied.

disease evaluation
We used two indices to estimate plant reactions to Pst, infection 
type (IT), and severity. Infection type was estimated using a scale 
from 0 (resistant) to 9 (susceptible), described previously (Line 
and Qayoum, 1992). Severity was estimated as the proportion of 
the leaf affected by rust (Peterson et al., 1948). The RIL popula-
tion was scored twice each season (i.e., during heading [Z50] 
and grain-filling [Z80] stages; Zadoks et al., 1974) to minimize 
the effect of differences in phenology among lines. We used 
the observation showing the strongest and most even infection, 
which was, in most cases, the second observation. Each season, 
samples of infected leaves were sent to the USDA-ARS Wheat 
Health, Genetics and Quality Research Unit in Pullman, WA, to 
identify the Pst races present in the field, which are summarized 
with their virulence formulas in Supplemental Table S1.

QTl Analysis
A QTL analysis was conducted using R/qtl2 version 0.4-21 
(Broman, 2018), with phenotypic data collected during six 
seasons (2012–2017) and the linkage map described above. 
Infection type and severity were analyzed independently 
for each year, using the mean of the two replications as the 
response variable. One RIL (K-96) was removed from the 
analyses because of its high number of missing marker data 
(32%). Interval mapping was conducted using a “leave-one-
chromosome-out” linear mixed model (LOCO-LMM), with 
a 1-cM step. Linear mixed models account for potential poly-
genic effects by modeling the covariance between phenotypes 
and genotypes as a random effect (Gonzales et al., 2017). In 
addition, LOCO-LMM models reduce potential overestima-
tions of Type I and Type II error rates, compared with linear 
mixed models with a single kinship matrix (Yang et al., 2014; 
Gonzales et al., 2017). Twenty-one kinship matrices were 
calculated, each one excluding a different chromosome, and 
each chromosome was evaluated using the kinship matrix 
constructed with the remaining chromosomes only. The LOD 
threshold for QTL significance (P < 0.05) for each trait ´ year 
combination was calculated by performing 1000 permutations.

Statistical Analysis
For each QTL, the marker associated with the highest LOD 
score across years was designated as the peak marker. These peak 

https://www.crops.org
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(Supplemental Table S1). On average, KP showed slightly 
higher IT and severity values (IT = 5.5, severity = 60%) 
than KC (IT = 4.7, severity = 49.2%). The RIL population 
showed transgressive segregation (Supplemental Fig. S1). 
Correlation coefficients (r) between IT and severity were 
high for all six seasons (r = 0.84–0.97, Table 1). Pairwise 
comparisons of the IT or severity values across years were 
slightly lower than the comparisons within years, but were 
all significant (P < 0.001, Table 1).

QTl and Statistical Analyses
Four QTL were significant for at least one season for both 
IT and severity (P < 0.05, LOD > 3.3). The alleles for 
Pst resistance of the QTL located on chromosome arms 
1BL, 2BS, and 3D centromeric were derived from KC, 
whereas the allele for resistance on chromosome arm 4DL 
was derived from KP. Figure 1 represents a summary of 
the IT and severity effects of the individual QTL across 
the 6 yr of this study.

The factorial ANOVA model including the QTL 
peaks as classification variables and all pairwise interac-
tions explained, on average, 61.6% of the variation in the 
population for IT and 64.0% for severity. No significant 
interactions were detected between any pair of QTL. 
However, some caution in the interpretation of this result 
is required because our RIL population was relatively 
small, and some small but real interactions may appear as 
nonsignificant. The significance and percentage of PVE 
for each QTL in each year is summarized in Table 2.

To visualize the individual and combined effect of 
the four QTL on IT and severity, we used the alleles at 
the QTL peak markers to group RILs with the same 
allele combinations and obtain their mean and SEs across 
years (Fig. 2). All QTL combinations, with the excep-
tion of the RILs with the 2BS + 4DL combination, were 
significantly different (P < 0.05) from the RILs with no 
resistance alleles. On average, RILs carrying the single 
QTL for 1BL and 2BS were less susceptible than the RILs 
carrying the single 3D and 4DL QTL. The 2BS QTL 

showed the largest variability, which is consistent with the 
contrasting results observed in different years. The RILs 
with two alleles for resistance were, on average, better 
than the ones with a single one, and those with the 1BL + 
2BS and 1BL + 4DL combination showed the best resis-
tance within this group (Fig. 2). Among the RILs with 
three alleles for resistance, the 1BL + 2BS + 3D and 1BL 
+ 4DL + 3D combinations showed the lowest IT values 
(severity values were more homogeneous, Fig. 2). The 
RILs with the four resistance alleles showed the best Pst 
resistance. Taken together, these results indicated that the 
effects of these four QTL were mainly additive.

1Bl QTl (QYr.ucw-1BL)
The QYr.ucw-1BL allele for Pst resistance originated in 
KC. The peak of QYr.ucw-1BL was mapped in the distal 
region of chromosome arm 1BL associated with markers 
IWA8581 and csLV46G22. The latter marker has been 
mapped close to stripe rust resistance gene Yr29 in several 
studies (see Discussion). A 1-LOD score confidence 
interval defined a 25.5-cM interval delimited by markers 
IWA3998 and IWA198 (Fig. 1).

Among the QTL discovered in this study, QYr.
ucw-1BL was the only one that was significant (P < 0.01) 
across all years for IT and severity. This QTL explained, 
on average, 32.8 and 30.9% of the observed variation on 
IT and severity, respectively (Table 2). When compared 
with RILs carrying susceptible alleles for all four QTL, 
the RILs including only QYr.ucw-1BL (Fig. 2) showed a 
reduction in LS means of 21.7% for IT (P < 0.0001) and 
27.6% for severity (P < 0.0001).

2BS QTl (QYr.ucw-2BS)
The peak of QTL QYr.ucw-2BS was associated with SNP 
marker IWA2885 (and linked marker IWA3622) and 
flanked by markers IWA8420 and wmc477 that delimited 
a 12.8-cM 1-LOD interval. When compared with RILs 
carrying susceptible alleles for all four QTL, the RILs 
including only QYr.ucw-2BS (Fig. 2) showed a reduction 

Table 1. Correlation coefficients (r) between infection type (IT) and severity (S) for year–trait combinations.

2012 2013 2014 2015 2016 2017
Year–trait IT S IT S IT S IT S IT S IT S
IT2012 1.00
S2012 0.96† 1.00
IT2013 0.71 0.68 1.00
S2013 0.68 0.65 0.90 1.00
IT2014 0.65 0.64 0.52 0.46 1.00
S2014 0.72 0.70 0.59 0.55 0.90 1.00
IT2015 0.73 0.70 0.62 0.59 0.79 0.78 1.00
S2015 0.74 0.72 0.68 0.70 0.61 0.65 0.84 1.00
IT2016 0.61 0.59 0.44 0.38 0.76 0.75 0.77 0.64 1.00
S2016 0.56 0.54 0.44 0.38 0.74 0.73 0.75 0.62 0.94 1.00
IT2017 0.65 0.63 0.59 0.63 0.53 0.56 0.59 0.55 0.57 0.54 1.00
S2017 0.63 0.61 0.59 0.63 0.48 0.54 0.57 0.54 0.52 0.50 0.97 1.00

† Correlation between IT and S in the same year are presented in italics. All correlations were significant (P < 0.001, n = 96).
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effects were smaller in 2017 (PVE, IT = 17.9%, severity 
= 18.8%) and 2012 (PVE, IT = 8.2%, severity = 8.6%) 
and only significant for severity in 2015 (PVE, severity 
= 13.6%, Table 2). The nonsignificant effects in 2014 and 
2016 suggested that this gene could be an all-stage, race-
specific gene. This hypothesis was supported by seedling 
resistance tests performed at Washington State University, 

in LS means of 19.4% for IT (P = 0.0021) and 30.4% for 
severity (P = 0.014). The QYr.ucw-2BS allele for Pst resis-
tance originated in KC.

QYr.ucw-2BS was significant (P < 0.01) for both IT 
and severity only in 2012, 2013, and 2017. In 2013, this 
QTL explained 43.4% of the observed variation in IT and 
46.4% of the variation in severity (Fig. 1, Table 2). The 

Fig. 1. Logarithm of the odds (LOD) plots for the significant quantitative trait locus (QTL) regions located on chromosomes (chr.) 1B, 2B, 
3D, and 4D. The LOD score used as a threshold for significance is represented by a horizontal dashed line. In all plots, chromosomes 
are oriented with the telomere of the short arm to the left and tick marks along the abscissa indicate the positions of mapped markers. 
Solid lines represent results for infection type (IT) and dashed lines for disease severity (S) (see color key in figure). pk, QTL peak marker; 
lf, left flanking marker; rf, right flanking marker. Only a subset of the co-segregating markers is shown. All markers in the QTL region 
are included in Fig. 3 for chr. 1B, Fig. 4 for chr. 2B, Fig. 5 for chr. 3D, and Fig. 6 for chr. 4D. The complete genetic map is available in 
Supplemental File S1.

Table 2. ANOVA results from a factorial model by year, with each quantitative trait locus (QTL) for infection type (IT) and severity 
(S) represented by its peak marker.

QTL (peak marker[s])† Trait
2012 2013 2014 2015 2016 2017

IT S IT S IT S IT S IT S IT S
QYr.ucw-1BL (IWA8581) P value‡ <0.01 <0.01 <0.01 <0.01 <0.01 <0.01 <0.01 <0.01 <0.01 <0.01 <0.01 <0.01

PVE (%)§ 37.1 36.9 18.4 22.5 54.6 47.0 34.3 35.8 32.7 28.3 19.6 15.1

Q Yr.ucw-2BS (IWA2885, 
IWA3622)

P value 0.045 <0.01 <0.01 <0.01 0.336 0.900 0.460 <0.01 0.446 0.316 <0.01 <0.01

PVE (%) 8.2 8.6 43.4 46.4 0 0 2.5 13.6 0 0 17.9 18.8

QYr.ucw-3D (IWA2293) P value <0.01 <0.01 0.084 0.072 0.077 <0.01 <0.01 0.107 <0.01 <0.01 <0.01 <0.01

PVE (%) 2.4 4.1 1.5 0.4 0 2.7 5.0 0 4.3 5.9 21.6 25.4

QYr.ucw-4DL (IWA2395) P value <0.01 <0.01 0.015 0.046 0.028 0.140 0.126  < 0.01 0.448 0.233 0.163 0.136

PVE (%) 19.3 22.0 6.5 3.7 13.4 7.3 9.9 15.3 5.3 6.0 4.0 3.7

Total model PVE (%)¶ 67.0 71.5 69.8 73.0 68.0 57.0 51.8 64.7 42.3 40.3 63.1 63.0

† Peak markers used in the analysis are shown in parenthesis under each QTL name.

‡ P values of the QTL with significant effects are presented in italics.

§ PVE, phenotypic variation explained for individual QTL in each year.

¶ Total model PVE represents the phenotypic variation explained by a model including the peaks of all four QTL (nonsignificant interactions were excluded from the model).
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which showed that an RIL carrying only the 2BS QTL 
was resistant to Pst races PSTv-4 (IT = 4), PSTv-17 (IT 
= 4), PSTv-3 (IT = 2), PSTv-43 (IT = 2), and PSTv-45 
(IT = 2, 4). In the same experiment, the control line 
Avocet S was completely susceptible to these races (IT = 
9). When this RIL was tested at the adult plant stage under 
high-temperature conditions, it showed susceptibility to 
PSTv-37 (but not to PSTv-14, PSTv-40, and PSTv-51), 
providing additional evidence that this QTL represents a 
race-specific resistance gene.

3d QTl (QYr.ucw-3D)
QYr.ucw-3D was identified in the centromeric region of 
chromosome 3D and was associated with peak marker 
IWA2293. The 1-LOD confidence interval defined a 
7.8-cM interval flanked by SSR markers gdm72 and cfd62/
gdm8. This QTL exceeded the 3.3-LOD threshold only in 
2017 (Fig. 1) but was significant in the factorial ANOVA 
for both IT and severity in the field experiments performed 
in 2012, 2016, and 2017, for severity only in 2014, and 
for IT only in 2015 (Table 2). QYr.ucw-3D explained, on 
average, 5.8% of the phenotypic variation for IT and 6.4% 

for severity. When compared with RILs carrying suscep-
tible alleles for all four QTL, the RILs including only QYr.
ucw-3D (Fig. 2) showed a reduction in LS means of 14.6% 
for IT (P = 0.0011) and 19.6% for severity (P = 0.0015). 
The allele for resistance was conferred by KC.

4dl QTl (QYr.ucw-4DL)
QYr.ucw-4DL was the only QTL discovered for which the 
allele for Pst resistance originated in KP. The peak of this 
QTL was linked to marker IWA2395, and the flanking 
markers defining the 53.4 cM 1-LOD confidence interval 
were IWA7482 and barc1183 (Fig. 1). This QTL exceeded 
the LOD threshold in 2012 for both IT and severity and 
in 2015 for severity (Fig. 1). In the factorial ANOVA, 
QYr.ucw-4DL showed significant effects for both IT and 
severity in 2012 and 2013, for IT only in 2014, and for 
severity only in 2015. This QTL explained, on average, 
9.7% of the observed variation in IT and severity (Table 2). 
When compared with RILs carrying susceptible alleles 
for all four QTL, the RILs including only QYr.ucw-4DL 
(Fig. 2) showed a reduction in LS means of 15% for IT 
(P = 0.017) and 20.1% for severity (P = 0.0465).

Fig. 2. Effect of individual quantitative trait locus (QTL) and QTL combinations on infection type (IT) and severity (S). SUSC represents 
recombinant inbred lines (RILs) that carry the susceptible allele for all four QTL. For the rest, the resistance alleles present in the group are 
indicated by the name of the chromosome where the QTL is located (e.g., RILs with the resistant allele of QYr.ucw-1BL and QYr.ucw-2BS 
are designated as 1BL + 2BS). The number of RILs grouped in each class is indicated in parentheses after each class name. The IT and 
S scores are means over genotypes and years. Error bars represent ± 1 SEM.
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diSCuSSion
The genotyping of a collection of 409 Pst races suggested 
that the more aggressive and high-temperature adapted 
Pst races detected in the last two decades originated in 
the Middle East or East Africa and spread rapidly through 
human activities (Ali et al., 2014). The appearance of these 
new races caused severe epidemics in North America, 
South America, Australia, Europe, and Africa (Dong et 
al., 2017; Global Rust Reference Centre, 2018) and a rapid 
erosion of effective resistance genes (Lowe et al., 2011).

As part of the global efforts to find new sources of 
resistance against these more aggressive Pst races, we 
evaluated a population from the cross of two Argen-
tinean commercial cultivars that showed moderate levels 
of APR to Pst under field conditions in California. We 
found that these two parental lines carried different Pst 
resistance genes, which explained the strong transgres-
sive segregation observed in the derived RIL population 
(Supplemental Fig. S1). The correlations observed across 
years for IT or severity values were smaller than the 
correlations observed between IT and severity scores 
within years (Table 2). This can be explained by the 
different Pst races detected during these 6 yr in the fields 
where the population was grown, which were likely the 
cause of the different effects of QYr.ucw-2BS across the 
years (Table  2). In addition, the severe weather varia-
tion observed in California during the years of this study 
likely affected the effectiveness of some of the QTL. The 
2012 to 2014 period was one of the hottest and driest 
on record for California (Mann and Gleick, 2015) and 
was followed by above average rainfall in 2015 and 2016. 
Although these changing weather conditions made QTL 
detection more challenging, they provided a strong test 
for the consistency of the reported QTL.

Comparison with Previously Mapped 
Resistance Genes and QTl
The large yield losses caused by the new Pst races provided 
a strong incentive for the search for novel Pst resistance 
genes. This, together with the more powerful marker 
platforms developed for wheat, resulted in a significant 
increase in the mapped Pst resistance genes and QTL 
(Maccaferri et al., 2015; Hou et al., 2015; Calvo-Salazar 
et al., 2015; Ren et al., 2017; Dong et al., 2017; Ponce-
Molina et al., 2018). The proliferation of mapping studies, 
together with the different sets of molecular markers used 
in these studies, have complicated the comparison among 
QTL mapped on the same chromosome arms.

Fortunately, the recent release of the wheat refer-
ence sequence (IWGSC RefSeq v1.0) provides a common 
reference to anchor the sequence-based markers used in 
the different studies. In the following discussion, and in 
Fig. 3 to 6, we compared the position of the QTL detected 
in this study (white rectangles) with the position of 

previously mapped Pst resistance genes (shaded rectangles) 
and QTL (black rectangles).

QYr.ucw-1BL
QYr.ucw-1BL was the most consistent QTL found in this 
study, and it was significantly associated with resistance 
to Pst in every season. The distal region of chromo-
some 1BL, where QYr.ucw-1BL was mapped, has been 
associated before with resistance to multiple patho-
gens, including stripe rust (Yr29), leaf rust (Lr46), stem 
rust (Puccinia graminis subsp. graminis Pers.:Pers., Sr58), 
and powdery mildew [Blumeria graminis (DC) Speer f. 
sp. tritici emend. É. J. Marchal, Pm39] (William et al., 
2003; Lillemo et al., 2008; Singh et al., 2013). It has 
been suggested that these different genes may represent 
pleiotropic effects of a single gene conferring resistance 
to a broad range of fungal pathogens. However, with 
the current resolution of the different mapping studies, 
it is not possible to rule out the alternative hypothesis of 
closely linked genes conferring resistance to the different 
pathogens. For this reason, we will focus only on those 
studies that observed significant effects for Pst resistance 
in this region in the discussion below.

Yr29 is an APR gene that was first identified in the 
cultivar ‘Pavon 76’ (William et al., 2003) and has since 
been mapped in multiple studies using different genetic 
backgrounds (William et al., 2006; Melichar et al., 2008; 
Bariana et al., 2010; Zwart et al., 2010; Bansal et al., 2014; 
Kolmer et al., 2015). According to the Catalogue of Gene 
Symbols for Wheat (McIntosh et al., 2013), Yr29 is located 
in the distal region of chromosome arm 1BL between SSR 
markers wmc44 and gwm140 (Fig. 3). These two markers 
define a region of 22.7 Mb (between 662.2 and 684.9 Mb 
in IWGSC RefSeq v1.0) that overlaps very well with the 
1-LOD score confidence interval for QYr.ucw-1BL identi-
fied in this study. Moreover, the peak marker of our QTL 
IWA8581 co-segregated with csLV46G22, which has been 
reported to be in close linkage with Yr29 in several studies 
(Kolmer et al., 2012; Rosewarne et al., 2012; Lan et al., 
2014; Calvo-Salazar et al., 2015; Ren et al., 2017; Dong 
et al., 2017; Ponce-Molina et al., 2018). Taken together, 
these results suggested that QYr.ucw-1BL might corre-
spond to Yr29.

QYr.ucw-2BS
The large effect of QYr.ucw-2BS on APR during some 
years and its complete lack of effect in other years 
(Table  2) suggested that QYr.ucw-2BS could be a major 
all-stage resistance QTL. This hypothesis was supported 
by the results from an RIL carrying only QYr.ucw-2BS 
that showed resistance to five Pst races at the seedling stage 
and susceptibility to one Pst race at the adult stage.

Several named Pst resistance genes, including Yr27, 
Yr31, Yr41, YrC51-YrP81, YrF, YrH9014, and YrKK, 
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have been mapped on the short arm of chromosome 2B 
(Rosewarne et al., 2013; Lan et al., 2014; Maccaferri et 
al., 2015; Wu et al., 2017). Most of these genes confer 
all-stage, race-specific resistance and have been defeated 
by Chinese Pst races (Wu et al., 2017). However, YrKK 
(derived from cultivar ‘Kenya Kudu’) conferred near 
immunity to adult plants in field trials in Toluca, Mexico, 
in 2010 and 2011 and showed limited effect on seedling 
resistance to three Mexican Pst isolates (Li et al., 2013). 
By contrast, QYr.ucw-2BS showed stronger seedling resis-
tance to several Pst isolates and a weaker field resistance 
in adult plants (Fig. 2) than YrKK, suggesting that they 
are likely different genes. However, since different Pst 
races were used in the two studies, this hypothesis will 
require further validation.

Two independent results suggest that QYr.ucw-2BS 
is different from Yr27. First, RILs carrying only QYr.
ucw-2BS were resistant to PSTv-4, PSTv-3, PSTv-17, 
PSTv-43, and PSTv-45, whereas the Yr27 single-gene 
line (AvSYr27NIL) was susceptible (IT = 7–9) to the 
same races (Wan and Chen, 2014; Wan et al., 2016). In 
addition, in 2013 and 2017, when races virulent against 
Yr27 were detected in the field at relatively high frequency 
(70 and 54%, respectively, Supplemental Table S1), QYr.
ucw-2BS still conferred high levels of Pst resistance (>40% 
PVE in 2013 and 18–19% in 2017). Allelism tests will be 
required to determine if QYr.ucw-2BS is different from the 
overlapping YrF (from Francolin#1; Lan et al., 2014) and 
YrH9014 (from Psathyrotachys huashanica translocation line 
H9014-14-4-6-1; Ma et al., 2013) (Fig. 4).

Fig. 3. QYr.ucw-1BL (white, 1-logarithm of the odds [LOD] confidence interval) compared with previously identified genes (gray) and 
quantitative trait loci (QTL) (black). Distances in the genetic map (left) are in centimorgans and in the physical reference in megabases (right). 
The genotype associated with the resistance allele is included after each QTL name. The name of QYr.ucw-1BL peak marker (IWA8581) 
is bolded and underlined. Lines connecting both maps indicate the position of the common markers on the map (not the positions of the 
marker names or distances). IWGSC, International Wheat Genome Sequencing Consortium; KC, Klein Chajá; KP, Klein Proteo.
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In addition to the named Yr genes, multiple QTL for 
Pst resistance have been mapped on chromosome 2BS (Fig. 
4). These include QYr.sgi-2B.1 from ‘Kariega’ (Agenbag et 
al., 2014), QYr3 from ‘Opata85’ (Boukhatem et al., 2002), 
QYr.caas-2BS from Pingyuan 50 (Lan et al., 2010), QYrlu.
cau-2BS2 from ‘Luke’ (Guo et al., 2008), QYrlo.wpg-2BS 
from ‘Louise’ (Carter et al., 2009), QYr.ucw-2BS from UC 
1110 (Lowe et al., 2011), and Qyrnap.nwafu-2BS from ‘Napo 
63’ (Wu et al., 2017). Napo 63 is related to Kenya Kudu 
through the common parent ‘Florence’ and shares the same 
haplotype at four Kompetitive allele-specific polymerase 
chain reaction (KASP) markers in the YrKK region. The 
same haplotype was also detected in Kariega, Opata85, 
Luke, and Louise (Wu et al., 2017), suggesting that these 
five lines might carry the YrKK resistance gene. Since we 
have established above that YrKK is likely different from 
QYr.ucw-2BS, these additional five QTL are also likely 
different. This hypothesis is further supported by the fact 

that the 2BS QTL in Louise confers APR resistance to 
PSTv-37 and QYr.ucw-2BS does not. Seedling tests have not 
been reported for the UC 1110 and Pingyuan 50 QTL that 
overlap with QYr.ucw-2BS (Fig. 4), and therefore allelism 
tests will be required to differentiate these three QTL.

QYr.ucw-3D
This QTL, identified in the centromeric region of chro-
mosome 3D, was significant in five out of the six seasons for 
either IT or severity but explained only a small proportion 
of the phenotypic variation in most of the years (overall 
average = 5.8% in IT and 6.4% in severity, Table 2). No 
named Pst resistance genes have previously been reported 
in this chromosome region, but some Pst resistance QTL 
have been (Fig. 5). QYr.inra-3DS from the French cultivar 
‘Recital’ was first described as a small-effect, slow-rusting 
resistance gene in this region (Dedryver et al., 2009). 
Later, QYr.tam-3D donated by Quaiu 3 (Basnet et al., 

Fig. 4. QYr.ucw-2BS (white, 1-logarithm of the odds [LOD] confidence interval) compared with previously identified genes (gray) and 
quantitative trait loci (QTL) (black). Distances in the genetic map (left) are in centimorgans and in the physical reference in megabases 
(right). The name of genotype associated with the resistance allele is included after each QTL name. The name of QYr.ucw-2BS peak 
markers (IWA2885 and IWA3622) are in bold and underlined. Lines connecting both maps indicate the position of the common markers 
on the map (not the positions of the marker names or distances). IWGSC, International Wheat Genome Sequencing Consortium; KC, 
Klein Chajá; KP, Klein Proteo.
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2014), QYr.cim-3D from ‘Chapio’ (Yang et al., 2013), and 
QYr.cim-3DC from UC 1110 (Lan et al., 2017) were iden-
tified in the same region. Since the 3D QTL reported in 
this study showed similar small effects relative to Pst resis-
tance, allelism tests will be required to determine if they 
correspond to the same or different linked genes. Because 
of the reduced recombination in this centromeric region, 
it would be important to complement these allelism tests 
with haplotype studies and tests with multiple Pst races to 
determine if they exhibit the same resistance profile.

QYr.ucw-4DL
QYr.ucw-4DL, located in the distal part of the 4DL arm, 
was the only Pst resistance allele contributed by KP. In most 
years, this QTL explained a relatively small proportion of 
the observed phenotypic variation in IT and severity (overall 
average = 9.7%, Table 2) and was significant only in some 
of the years. A gene conferring APR to leaf rust and stripe 

rust, designated as Lr67/Yr46, was also mapped to the distal 
region of chromosome arm 4DL (Hiebert et al., 2010). The 
cloning of Lr67/Yr46 revealed that resistance was associated 
with two nonsynonymous SNPs in an H+/monosaccharide 
transporter that moves hexoses across the plasma membrane 
(Moore et al., 2015). We sequenced this gene in KP and KC 
and confirmed that both have the susceptible allele, indi-
cating that QYr.ucw-4DL is not Lr67/Yr46.

Four additional QTL have been reported on the long 
arm of chromosome 4D (Fig. 6). QYr.wgp-4D, identi-
fied in PI 182103, was mapped on the centromeric region 
of chromosome 4D, and its long arm border (IWA4044; 
Feng et al., 2018) was mapped >150 Mb proximal to 
QYr.ucw-4DL, indicating that they do not correspond to 

Fig. 5. QYr.ucw-3D centromeric (white, 1-logarithm of the odds 
[LOD] confidence interval) compared with previously identified 
genes (gray) and quantitative trait loci (QTL) (black). Distances 
in the genetic map (left) are in centimorgans and in the physical 
reference in megabases (right). The name of genotype associated 
with the resistance allele is included after each QTL name. The 
name of QYr.ucw-3D peak marker (IWA2293) is in bold and 
underlined. Lines connecting both maps indicate the position of 
the common markers on the map (not the positions of the marker 
names or distances). IWGSC, International Wheat Genome 
Sequencing Consortium; KC, Klein Chajá; KP, Klein Proteo.

Fig. 6. QYr.ucw-4DL (white, 1- logarithm of the odds [LOD] 
confidence interval) compared with previously identified genes 
(gray) and quantitative trait loci (QTL) (black). Distances in the 
genetic map (left) are in centimorgans and in the physical reference 
in megabases (right). The name of genotype associated with the 
resistance allele is included after each QTL name. The name of 
QYr.ucw-3D peak marker (IWA2395) is in bold and underlined. 
Lines connecting both maps indicate the position of the common 
markers on the map (not the positions of the marker names or 
distances). IWGSC, International Wheat Genome Sequencing 
Consortium; KC, Klein Chajá; KP, Klein Proteo.
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the same resistance gene. QYr.caas-4DL, identified in the 
cultivar ‘Bainong 64’ (Ren et al., 2012), was associated with 
leaf rust and powdery mildew resistance, suggesting that it 
may be Lr67/Yr46 (Ren et al., 2015). By contrast, QYr.caas-
4DL.2, identified in ‘Lumai 21’, is likely not Lr67/Yr46, as 
its tightly linked marker csSNP856 was not polymorphic 
in this population (Forrest et al., 2014; Ren et al., 2015). 
This QTL is also unlikely to be the same as QYr.ucw-4DL 
because their peaks are located ?190 Mb apart. QYr.
ucw-4DS (originally reported as QYr.ucw-4DL) was iden-
tified in an association mapping study, with IWA5375 as 
the peak marker (Maccaferri et al., 2015). Using the avail-
able IWGSC RefSeq v1.0 sequence, we determined that 
IWA5375 and the linked markers IWA6277 and IWA5766 
are actually in the short arm. The incorrect position of this 
QTL in Maccaferri et al. (2015) was the result of spurious 
linkage (r2 < 0.4) between the peak SNP and the Lr67/
Yr46-associated marker csSNP856, which are 225 Mb 
apart. QYr-4D, identified in Oligoculm, was detected only 
in one of the 3 yr tested and the map was distally trun-
cated (Suenaga et al., 2003), precluding a precise mapping. 
This QTL overlaps with QYr.ucw-4DL and may represent 
the same gene. However, Oligoculm is a selection from an 
Israeli landrace that is not present in the pedigree of KP. 
Allelism tests will be required to determine if they corre-
spond to the same or different genes.

Although the use of the IWGSC RefSeq v1.0 refer-
ence as a common reference to compare different QTL 
studies represents an advance relative to the comparison 
among genetic maps with different subsets of genetic 
markers, this comparison shares some of the same limita-
tions. The comparison is only as good as the quality and 
resolution of the individual QTL maps. Only precise and 
robust QTL studies would yield informative comparisons.

Breeding Applications
The four Pst resistance QTL identified in this study showed 
additive effects (Fig. 2) and, when combined, provided 
effective resistance to stripe rust. The RILs containing 
alleles for resistance at all four QTL were, on average, the 
most resistant lines in the population (Fig. 2). The QTL 
mapped in this study can be combined with other APR 
and/or all-stage resistance genes to increase the diversity 
of deployed genes and, likely, extend the durability of the 
pyramided genes (Lowe et al., 2010; Nelson et al., 2018).

As more Pst resistance genes and QTL are mapped 
in wheat, overlapping QTL become more frequent (Fig. 
3–6; Maccaferri et al., 2015). To use overlapping QTL in 
a breeding program, it is important to establish if these 
QTL are allelic or the effect of linked genes. In the latter 
scenario, linked genes can be recombined to place the 
resistance alleles in phase facilitating their deployment 
as single linkage blocks. Comparisons among QTL from 
different studies were complicated in the past because 

of the limited number of shared markers. However, the 
recent completion of the first complete wheat genome 
references (IWGSC RefSeq v1.0) provides a common 
set of coordinates that can be used as a common refer-
ence for sequence-based markers. Here, we established 
the physical coordinates of our four QTL and projected 
all previously published Pst resistance genes and QTL in 
the same genome reference. These analyses facilitated the 
comparisons among QTL identified in different studies 
and identified the QTL that require further allelism tests 
or haplotype analyses to determine their common or 
separate origin. As more Pst resistance genes and QTL 
are cloned, the precise relationship between linked QTL 
will be unequivocally established. A good example is the 
recent cloning of Yr5 on chromosome arm 2BL, which 
established that Yr5 and YrSp are allelic, and that Yr7 is a 
related but different gene (Marchal et al., 2018).

Conflict of interest
The authors declare that there is no conflict of interest.

Supplemental Material Available
Supplemental material for this article is available online.

Acknowledgments
This project was supported by the Agriculture and Food Research 
Initiative Competitive Grant 2017-67007-25939 (WheatCAP) 
from the USDA National Institute of Food and Agriculture, and 
by the Howard Hughes Medical Institute. N. Cobo acknowl-
edges the funding received from Fulbright and CONICYT 
Becas-Chile 72111195. The authors acknowledge M. A. Alvarez, 
O. Chicaiza, J. Hegarty, and F. J. Paraiso excellent support.

Author contributions
N. Cobo led the experimental work and wrote the first ver-
sion of the manuscript. L. Pflüger developed the recombinant 
inbred mapping population. X. Chen conducted seedling and 
APR tests for different Pst races. All authors reviewed the man-
uscript. J. Dubcovsky designed and directed the project and 
wrote the final version of the manuscript.

References
Agenbag, G.M., Z.A. Pretorius, L.A. Boyd, C.M. Bender, R. 

MacCormack, and R. Prins. 2014. High-resolution map-
ping and new marker development for adult plant stripe rust 
resistance QTL in the wheat cultivar Kariega. Mol. Breed. 
34:2005–2020. doi:10.1007/s11032-014-0158-4

Ali, S., P. Gladieux, M. Leconte, A. Gautier, A.F. Justesen, 
M.S. Hovmøller, et al. 2014. Origin, migration routes and 
worldwide population genetic structure of the wheat yel-
low rust pathogen Puccinia striiformis f. sp. tritici. PLoS Pathog. 
10:e1003903. doi:10.1371/journal.ppat.1003903

Bansal, U.K., A.G. Kazi, B. Singh, R.A. Hare, and H.S. Bariana. 
2014. Mapping of durable stripe rust resistance in a durum 
wheat cultivar Wollaroi. Mol. Breed. 33:51–59. doi:10.1007/
s11032-013-9933-x

https://www.crops.org
http://dx.doi.org/10.1007/s11032-014-0158-4
http://dx.doi.org/10.1371/journal.ppat.1003903
http://dx.doi.org/10.1007/s11032-013-9933-x
http://dx.doi.org/10.1007/s11032-013-9933-x


12 www.crops.org crop science, vol. 58, november–december 2018

Bariana, H.S., U.K. Bansal, A. Schmidt, A. Lehmensiek, J. Kaur, H. 
Miah, et al. 2010. Molecular mapping of adult plant stripe rust 
resistance in wheat and identification of pyramided QTL geno-
types. Euphytica 176:251–260. doi:10.1007/s10681-010-0240-x

Basnet, B.R., R.P. Singh, A.M.H. Ibrahim, S.A. Herrera-Foessel, 
J. Huerta-Espino, C. Lan, and J.C. Rudd. 2014. Characteriza-
tion of Yr54 and other genes associated with adult plant resis-
tance to yellow rust and leaf rust in common wheat Quaiu 3. 
Mol. Breed. 33:385–399. doi:10.1007/s11032-013-9957-2

Boukhatem, N., P.V. Baret, D. Mingeot, and J.M. Jacquemin. 2002. 
Quantitative trait loci for resistance against yellow rust in two 
wheat-derived recombinant inbred line populations. Theor. 
Appl. Genet. 104:111–118. doi:10.1007/s001220200013

Broman, K. 2018. R/qtl2: QTL analysis for high-dimensional data 
and complex crosses. K. Broman, Madison, WI.

Calvo-Salazar, V., R.P. Singh, J. Huerta-Espino, S. Cruz-Izqui-
erdo, R. Lobato-Ortiz, S. Sandoval-Islas, et al. 2015. Genetic 
analysis of resistance to leaf rust and yellow rust in spring 
wheat cultivar Kenya Kongoni. Plant Dis. 99:1153–1160. 
doi:10.1094/PDIS-07-14-0718-RE

Cao, X., J. Zhou, X. Gong, G. Zhao, J. Jia, and X. Qi. 2012. Iden-
tification and validation of a major quantitative trait locus for 
slow-rusting resistance to stripe rust in wheat. J. Integr. Plant 
Biol. 54:330–344. doi:10.1111/j.1744-7909.2012.01111.x

Carter, A.H., X.M. Chen, K. Garland-Campbell, and K.K. 
Kidwell. 2009. Identifying QTL for high-temperature adult-
plant resistance to stripe rust (Puccinia striiformis f. sp. tritici) in 
the spring wheat (Triticum aestivum L.) cultivar ‘Louise’. Theor. 
Appl. Genet. 119:1119–1128. doi:10.1007/s00122-009-1114-2

Cavanagh, C.R., S. Chao, S. Wang, B.E. Huang, S. Stephen, 
S. Kiani, et al. 2013. Genome-wide comparative diversity 
uncovers multiple targets of selection for improvement in 
hexaploid wheat landraces and cultivars. Proc. Natl. Acad. 
Sci. USA 110:8057–8062. doi:10.1073/pnas.1217133110

Chen, J., N.M. Upadhyaya, D. Ortiz, J. Sperschneider, F. Li, C. 
Bouton, et al. 2017. Loss of AvrSr50 by somatic exchange in 
stem rust leads to virulence for Sr50 resistance in wheat. Sci-
ence 358:1607–1610. doi:10.1126/science.aao4810

Chen, S., W. Zhang, S. Bolus, M.N. Rouse, and J. Dubcovsky. 
2018. Identification and characterization of wheat stem rust 
resistance gene Sr21 effective against the Ug99 race group at 
high temperature. PLoS Genet. 14:e1007287. doi:10.1371/
journal.pgen.1007287

Chen, X., L. Penman, A. Wan, and P. Cheng. 2010. Virulence 
races of Puccinia striiformis f. sp. tritici in 2006 and 2007 and 
development of wheat stripe rust and distributions, dynamics, 
and evolutionary relationships of races from 2000 to 2007 in 
the United States. Can. J. Plant Pathol. 32:315–333. doi:10.10
80/07060661.2010.499271

Dedryver, F., S. Paillard, S. Mallard, O. Robert, M. Trottet, S. Nègre, 
et al. 2009. Characterization of genetic components involved in 
durable resistance to stripe rust in the bread wheat ‘Renan’. Phy-
topathology 99:968–973. doi:10.1094/PHYTO-99-8-0968

Dimmock, J.P.R.E., and M.J. Gooding. 2002. The influence of 
foliar diseases, and their control by fungicides, on the pro-
tein concentration in wheat grain: A review. J. Agric. Sci. 
138:349–366. doi:10.1017/S0021859602002058

Dong, Z., J.M. Hegarty, J. Zhang, W. Zhang, S. Chao, X. Chen, 
et al. 2017. Validation and characterization of a QTL for adult 
plant resistance to stripe rust on wheat chromosome arm 6BS 
(Yr78). Theor. Appl. Genet. 130:2127–2137. doi:10.1007/
s00122-017-2946-9

FAO. 2018. Crops prospect and food situation. FAOSTAT. http://
www.fao.org/faostat/en/#data/ (accessed 29 Apr. 2018).

Feng, J., M. Wang, D.R. See, S. Chao, Y.-L. Zheng, and X. Chen. 
2018. Characterization of novel gene Yr79 and four additional 
QTL for all-stage and high-temperature adult-plant resis-
tance to stripe rust in spring wheat PI 182103. Phytopathol-
ogy 108:737–747. doi:10.1094/PHYTO-11-17-0375-R

Forrest, K., V. Pujol, P. Bulli, M. Pumphrey, C. Wellings, S. Herrera-
Foessel, et al. 2014. Development of a SNP marker assay for the 
Lr67 gene of wheat using a genotyping by sequencing approach. 
Mol. Breed. 34:2109–2118. doi:10.1007/s11032-014-0166-4

Fu, D., C. Uauy, A. Distelfeld, A. Blechl, L. Epstein, X. Chen, et 
al. 2009. A kinase-START gene confers temperature-depen-
dent resistance to wheat stripe rust. Science 323:1357–1360. 
doi:10.1126/science.1166289

Global Rust Reference Centre. 2018. Severe epidemics of wheat 
yellow rust in Argentina. Global Rust Ref. Ctr., Aarhus 
Univ., Aarhus, Denmark.

Gonzales, N.M., J. Seo, A.I. Hernandez-Cordero, C.L. St. Pierre, 
J.S. Gregory, M.G. Distler, et al. 2017. Genome wide asso-
ciation study of behavioral, physiological and gene expres-
sion traits in a multigenerational mouse intercross. bioRxiv. 
doi:10.1101/230920 (preprint).

Gou, J., K. Li, K. Wu, X. Wang, H. Lin, D. Cantu, et al. 2015. Wheat 
stripe rust resistance protein WKS1 reduces the ability of the thy-
lakoid-associated ascorbate peroxidase to detoxify reactive oxy-
gen species. Plant Cell 27:1755–1770. doi:10.1105/tpc.114.134296

Guo, Q., Z.J. Zhang, Y.B. Xu, G.H. Li, J. Feng, and Y. Zhou. 
2008. Quantitative trait loci for high-temperature adult-plant 
and slow-rusting resistance to Puccinia striiformis f. sp. tritici in 
wheat cultivars. Phytopathology 98:803–809. doi:10.1094/
PHYTO-98-7-0803

Hiebert, C.W., J.B. Thomas, B.D. McCallum, D.G. Humphreys, 
R.M. DePauw, M.J. Hayden, et al. 2010. An introgression on 
wheat chromosome 4DL in RL6077 (Thatcher*6/PI 250413) 
confers adult plant resistance to stripe rust and leaf rust (Lr67). 
Theor. Appl. Genet. 121:1083–1091. doi:10.1007/s00122-
010-1373-y

Hou, L., X. Chen, M. Wang, D.R. See, S. Chao, P. Bulli, and J. 
Jing. 2015. Mapping a large number of QTL for durable resis-
tance to stripe rust in winter wheat Druchamp using SSR and 
SNP markers. PLoS One 10:e0126794. doi:10.1371/journal.
pone.0126794

Hovmøller, M.S., S. Walter, R.A. Bayles, A. Hubbard, K. Flath, 
N. Sommerfeldt, et al. 2016. Replacement of the European 
wheat yellow rust population by new races from the centre of 
diversity in the near-Himalayan region. Plant Pathol. 65:402–
411. doi:10.1111/ppa.12433

Hovmøller, M.S., A.H. Yahyaoui, E.A. Milus, and A.F. Justesen. 
2008. Rapid global spread of two aggressive strains of a wheat 
rust fungus. Mol. Ecol. 17:3818–3826. doi:10.1111/j.1365-
294X.2008.03886.x

Illumina. 2011. GenomeStudio software version 2011.1. Illumina, 
San Diego, CA.

IWGSC. 2018. Shifting the limits in wheat research and breed-
ing using a fully annotated reference genome. Science 
361:eaar7191. doi:10.1126/science.aar7191

Jackson, L., J. Dubcovsky, L. Gallagher, O. Chicaiza, D. Stew-
art, L. Gibbs, et al. 2003. 2003 regional barley, common and 
durum wheat, triticale, and oat performance tests in Califor-
nia. Agron. Progr. Rep. 286. Univ. of California Coop. Ext., 
Davis, CA.

https://www.crops.org
http://dx.doi.org/10.1007/s10681-010-0240-x
http://dx.doi.org/10.1007/s11032-013-9957-2
http://dx.doi.org/10.1007/s001220200013
http://dx.doi.org/10.1094/PDIS-07-14-0718-RE
http://dx.doi.org/10.1111/j.1744-7909.2012.01111.x
http://dx.doi.org/10.1007/s00122-009-1114-2
http://dx.doi.org/10.1073/pnas.1217133110
http://dx.doi.org/10.1126/science.aao4810
http://dx.doi.org/10.1371/journal.pgen.1007287
http://dx.doi.org/10.1371/journal.pgen.1007287
http://dx.doi.org/10.1080/07060661.2010.499271
http://dx.doi.org/10.1080/07060661.2010.499271
http://dx.doi.org/10.1094/PHYTO-99-8-0968
http://dx.doi.org/10.1017/S0021859602002058
http://dx.doi.org/10.1007/s00122-017-2946-9
http://dx.doi.org/10.1007/s00122-017-2946-9
http://www.fao.org/faostat/en/#data/
http://www.fao.org/faostat/en/#data/
https://dx.doi.org/10.1094/PHYTO-11-17-0375-R
http://dx.doi.org/10.1007/s11032-014-0166-4
http://dx.doi.org/10.1126/science.1166289
https://dx.doi.org/10.1101/230920
http://dx.doi.org/10.1105/tpc.114.134296
http://dx.doi.org/10.1094/PHYTO-98-7-0803
http://dx.doi.org/10.1094/PHYTO-98-7-0803
http://dx.doi.org/10.1007/s00122-010-1373-y
http://dx.doi.org/10.1007/s00122-010-1373-y
http://dx.doi.org/10.1371/journal.pone.0126794
http://dx.doi.org/10.1371/journal.pone.0126794
http://dx.doi.org/10.1111/ppa.12433
http://dx.doi.org/10.1111/j.1365-294X.2008.03886.x
http://dx.doi.org/10.1111/j.1365-294X.2008.03886.x
https://dx.doi.org/10.1126/science.aar7191


crop science, vol. 58, november–december 2018  www.crops.org 13

Kolmer, J.A., E.S. Lagudah, M. Lillemo, M. Lin, and G. Bai. 2015. 
The Lr46 gene conditions partial adult-plant resistance to 
stripe rust, stem rust, and powdery mildew in Thatcher wheat. 
Crop Sci. 55:2557–2565. doi:10.2135/cropsci2015.02.0082

Kolmer, J.A., M. Lin, and G. Bai. 2012. Genetics of leaf rust resis-
tance in the winter wheat line CI13227. Crop Sci. 52:2166–
2172. doi:10.2135/cropsci2012.02.0136

Kosambi, D.D. 1943. The estimation of map distances 
from recombination values. Ann. Eugen. 12:172–175. 
doi:10.1111/j.1469-1809.1943.tb02321.x

Krattinger, S.G., E.S. Lagudah, W. Spielmeyer, R.P. Singh, J. 
Huerta-Espino, H. McFadden, et al. 2009. A putative ABC 
transporter confers durable resistance to multiple fungal 
pathogens in wheat. Science 323:1360–1363. doi:10.1126/sci-
ence.1166453

Lan, C., I.L. Hale, S.A. Herrera-Foessel, B.R. Basnet, M.S. Rand-
hawa, J. Huerta-Espino, et al. 2017. 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. 8:1450. doi:10.3389/fpls.2017.01450

Lan, C., S. Liang, X. Zhou, G. Zhou, Q. Lu, X. Xia, and Z. He. 
2010. Identification of genomic regions controlling adult-
plant stripe rust resistance in Chinese landrace Pingyuan 50 
through bulked segregant analysis. Phytopathology 100:313–
318. doi:10.1094/PHYTO-100-4-0313

Lan, C., G.M. Rosewarne, R.P. Singh, S.A. Herrera-Foessel, J. 
Huerta-Espino, B.R. Basnet, et al. 2014. QTL characteriza-
tion of resistance to leaf rust and stripe rust in the spring wheat 
line Francolin#1. Mol. Breed. 34:789–803. doi:10.1007/
s11032-014-0075-6

Li, Z., S. Singh, R.P. Singh, E.E. López-Vera, and J. Huerta-
Espino. 2013. Genetics of resistance to yellow rust in PBW343 
´ Kenya Kudu recombinant inbred line population and map-
ping of a new resistance gene YrKK. Mol. Breed. 32:821–829. 
doi:10.1007/s11032-013-9909-x

Lillemo, M., B. Asalf, R.P. Singh, J. Huerta-Espino, X.M. Chen, 
Z.H. He, and Å. Bjørnstad. 2008. The adult plant rust resis-
tance loci Lr34/Yr18 and Lr46/Yr29 are important determi-
nants of partial resistance to powdery mildew in bread wheat 
line Saar. Theor. Appl. Genet. 116:1155–1166. doi:10.1007/
s00122-008-0743-1

Lincoln, S.E., M.J. Daly, and E.S. Lander. 1993. Constructing genetic 
linkage maps with MAPMAKER/EXP version 3.0: A tutorial 
and reference manual. Whitehead Inst., Cambridge, MA.

Line, R.F., and A. Qayoum. 1992. Virulence, aggressiveness, evo-
lution and distribution of races of Puccinia striiformis (the cause 
of stripe of wheat) in North America, 1968–1987. USDA 
Tech. Bull. 1788. Natl. Tech. Inf. Serv., Springfield, VA. 

Lowe, I., D. Cantu, and J. Dubcovsky. 2010. Durable resistance to 
the wheat rusts: Integrating systems biology and traditional 
phenotype-based research methods to guide the deployment 
of resistance genes. Euphytica 179:69–79. doi:10.1007/s10681-
010-0311-z

Lowe, I., L. Jankuloski, S. Chao, X. Chen, D. See, and J. Dub-
covsky. 2011. Mapping and validation of QTL which con-
fer partial resistance to broadly virulent post-2000 North 
American races of stripe rust in hexaploid wheat. Theor. Appl. 
Genet. 123:143–157. doi:10.1007/s00122-011-1573-0

Ma, D., L. Hou, M. Tang, H. Wang, Q. Li, and J. Jing. 2013. 
Genetic analysis and molecular mapping of a stripe rust resis-
tance gene YrH9014 in wheat line H9014-14-4-6-1. J. Integr. 
Agric. 12:638–645. doi:10.1016/S2095-3119(13)60271-3

Maccaferri, M., J. Zhang, P. Bulli, Z. Abate, S. Chao, D. Cantu, 
et al. 2015. A genome-wide association study of resistance to 
stripe rust (Puccinia striiformis f. sp. tritici) in a worldwide collec-
tion of hexaploid spring wheat (Triticum aestivum L.). G3: Genes, 
Genomes, Genet. 5:449–465. doi:10.1534/g3.114.014563

Mago, R., P. Zhang, S. Vautrin, H. Šimková, U. Bansal, M.C. 
Luo, et al. 2015. The wheat Sr50 gene reveals rich diver-
sity at a cereal disease resistance locus. Nat. Plants 1:15186. 
doi:10.1038/nplants.2015.186 

Mann, M.E., and P.H. Gleick. 2015. Climate change and Califor-
nia drought in the 21st century. Proc. Natl. Acad. Sci. USA 
112:3858–3859. doi:10.1073/pnas.1503667112

Marchal, C., J. Zhang, P. Zhang, P. Fenwick, B. Steuernagel, N.M. 
Adamski, et al. 2018. BED-domain-containing immune 
receptors confer diverse resistance spectra to yellow rust. Nat. 
Plants. doi:10.1038/s41477-018-0236-4 (in press).

Markell, S.G., and E.A. Milus. 2008. Emergence of a novel popu-
lation of Puccinia striiformis f. sp. tritici in eastern United States. 
Phytopathology 98:632–639. doi:10.1094/PHYTO-98-6-0632

McIntosh, R.A., Y. Yamazaki, J. Dubcovsky, W.J. Rogers, C.F. 
Morris, R. Appels, and X.C. Xia. 2013. Catalogue of gene sym-
bols for wheat. In: R.A. McIntosh, editor, Proceedings of the 
12th International Wheat Genetics Symposium, Yokohama, 
Japan. 18–13 Sept. 2013. GrainGenes. https://wheat.pw.usda.
gov/GG2/Triticum/wgc/2013/ (accessed 29 Aug. 2018).

Melichar, J.P.E., S. Berry, C. Newell, R. MacCormack, and L.A. 
Boyd. 2008. QTL identification and microphenotype char-
acterisation of the developmentally regulated yellow rust 
resistance in the UK wheat cultivar Guardian. Theor. Appl. 
Genet. 117:391–399. doi:10.1007/s00122-008-0783-6

Milus, E.A., K. Kristensen, and M.S. Hovmøller. 2008. Increased 
aggressiveness of Puccinia striiformis f. sp tritici at least par-
tially explains recent stripe rust epidemics. Phytopathology 
98:S107–S107.

Moore, J.W., S. Herrera-Foessel, C. Lan, W. Schnippenkoetter, 
M. Ayliffe, J. Huerta-Espino, et al. 2015. A recently evolved 
hexose transporter variant confers resistance to multiple 
pathogens in wheat. Nat. Genet. 47:1494–1498. doi:10.1038/
ng.3439

Murray, M.G., and W.F. Thompson. 1980. Rapid isolation of high 
molecular weight plant DNA. Nucleic Acids Res. 8:4321–
4326. doi:10.1093/nar/8.19.4321

Nelson, R., T. Wiesner-Hanks, R. Wisser, and P. Balint-Kurti. 
2018. Navigating complexity to breed disease-resistant crops. 
Nat. Rev. Genet. 19:21–33. doi:10.1038/nrg.2017.82

Periyannan, S., J. Moore, M. Ayliffe, U. Bansal, X. Wang, L. 
Huang, et al. 2013. The gene Sr33, an ortholog of barley Mla 
genes, encodes resistance to wheat stem rust race Ug99. Sci-
ence 341:786–788. doi:10.1126/science.1239028

Peterson, R.F., A.B. Campbell, and A.E. Hannah. 1948. A dia-
grammatic scale for estimating rust intensity on leaves and 
stems of cereals. Can. J. Res. 26c:496–500. doi:10.1139/
cjr48c-033

Ponce-Molina, L.J., J. Huerta-Espino, R.P. Singh, B.R. Basnet, 
E. Lagudah, V.H. Aguilar-Rincón, et al. 2018. Character-
ization of adult plant resistance to leaf rust and stripe rust in 
Indian wheat cultivar ‘New Pusa 876.’. Crop Sci. 58:630–638. 
doi:10.2135/cropsci2017.06.0396

Ren, Y., Z. Li, Z. He, L. Wu, B. Bai, C. Lan, et al. 2012. QTL 
mapping of adult-plant resistances to stripe rust and leaf rust 
in Chinese wheat cultivar Bainong 64. Theor. Appl. Genet. 
125:1253–1262. doi:10.1007/s00122-012-1910-y

https://www.crops.org
http://dx.doi.org/10.2135/cropsci2015.02.0082
http://dx.doi.org/10.2135/cropsci2012.02.0136
http://dx.doi.org/10.1111/j.1469-1809.1943.tb02321.x
http://dx.doi.org/10.1126/science.1166453
http://dx.doi.org/10.1126/science.1166453
http://dx.doi.org/10.3389/fpls.2017.01450
http://dx.doi.org/10.1094/PHYTO-100-4-0313
http://dx.doi.org/10.1007/s11032-014-0075-6
http://dx.doi.org/10.1007/s11032-014-0075-6
http://dx.doi.org/10.1007/s11032-013-9909-x
http://dx.doi.org/10.1007/s00122-008-0743-1
http://dx.doi.org/10.1007/s00122-008-0743-1
http://dx.doi.org/10.1007/s10681-010-0311-z
http://dx.doi.org/10.1007/s10681-010-0311-z
http://dx.doi.org/10.1007/s00122-011-1573-0
http://dx.doi.org/10.1016/S2095-3119(13)60271-3
https://dx.doi.org/10.1534/g3.114.014563
https://dx.doi.org/10.1038/nplants.2015.186
http://dx.doi.org/10.1073/pnas.1503667112
https://dx.doi.org/10.1038/s41477-018-0236-4
http://dx.doi.org/10.1094/PHYTO-98-6-0632
https://wheat.pw.usda.gov/GG2/Triticum/wgc/2013/
https://wheat.pw.usda.gov/GG2/Triticum/wgc/2013/
http://dx.doi.org/10.1007/s00122-008-0783-6
http://dx.doi.org/10.1038/ng.3439
http://dx.doi.org/10.1038/ng.3439
http://dx.doi.org/10.1093/nar/8.19.4321
http://dx.doi.org/10.1038/nrg.2017.82
http://dx.doi.org/10.1126/science.1239028
http://dx.doi.org/10.1139/cjr48c-033
http://dx.doi.org/10.1139/cjr48c-033
http://dx.doi.org/10.2135/cropsci2017.06.0396
http://dx.doi.org/10.1007/s00122-012-1910-y


14 www.crops.org crop science, vol. 58, november–december 2018

Ren, Y., L.S. Liu, Z.H. He, L. Wu, B. Bai, and X.C. Xia. 2015. 
QTL mapping of adult-plant resistance to stripe rust in a 
‘Lumai 21 ´ Jingshuang 16’ wheat population. Plant Breed. 
134:501–507. doi:10.1111/pbr.12290

Ren, Y., R.P. Singh, B.R. Basnet, C.X. Lan, J. Huerta-Espino, 
E.S. Lagudah, and L.J. Ponce-Molina. 2017. Identification 
and mapping of adult plant resistance loci to leaf rust and 
stripe rust in common wheat cultivar Kundan. Plant Dis. 
101:456–463. doi:10.1094/PDIS-06-16-0890-RE

Rosewarne, G.M., S.A. Herrera-Foessel, R.P. Singh, J. Huerta-
Espino, C.X. Lan, and Z.H. He. 2013. Quantitative trait 
loci of stripe rust resistance in wheat. Theor. Appl. Genet. 
126:2427–2449. doi:10.1007/s00122-013-2159-9

Rosewarne, G.M., R.P. Singh, J. Huerta-Espino, S.A. Herrera-
Foessel, K.L. Forrest, M.J. Hayden, and G.J. Rebetzke. 2012. 
Analysis of leaf and stripe rust severities reveals pathotype 
changes and multiple minor QTLs associated with resistance 
in an Avocet ´ Pastor wheat population. Theor. Appl. Genet. 
124:1283–1294. doi:10.1007/s00122-012-1786-x

Saintenac, C., W. Zhang, A. Salcedo, M.N. Rouse, H.N. Trick, 
E. Akhunov, and J. Dubcovsky. 2013. Identification of wheat 
gene Sr35 that confers resistance to Ug99 stem rust race group. 
Science 341:783–786. doi:10.1126/science.1239022

Salcedo, A., W. Rutter, S. Wang, A. Akhunova, S. Bolus, S. 
Chao, et al. 2017. Variation in the AvrSr35 gene determines 
Sr35 resistance against wheat stem rust race Ug99. Science 
358:1604–1606. doi:10.1126/science.aao7294

SAS Institute. 2013. SAS 9.4 procedures guide: Statistical proce-
dures. 2nd ed. SAS Inst., Cary, NC.

Singh, R.P., S.A. Herrera-Foessel, J. Huerta-Espino, C.X. Lan, 
B.R. Basnet, S. Bhavani, and E.S. Lagudah. 2013. Pleiotropic 
gene Lr46/Yr29/Pm39/Ltn2 confers slow rusting, adult plant 
resistance to wheat stem rust fungus. In: Proceedings of the 
Borlaug Global Rust Initiative Technical Workshop, New 
Delhi, India. 19–22 Aug. 2013. Cornell Univ., Ithaca, NY. 
p. 19–22.

Singh, R.P., J. Huerta-Espino, and S. Rajaram. 2000. Achieving 
near-immunity to leaf and stripe rusts in wheat by combin-
ing slow rusting resistance genes. Acta Phytopathol. Entomol. 
Hung. 35:133–139.

Smith, R.C.G., A.D. Heritage, M. Stapper, and H.D. Barrs. 1986. 
Effect of stripe rust (Puccinia striiformis West.) and irrigation on 
the yield and foliage temperature of wheat. Field Crops Res. 
14:39–51. doi:10.1016/0378-4290(86)90045-6

Steuernagel, B., S.K. Periyannan, I. Hernández-Pinzón, K. Witek, 
M.N. Rouse, G. Yu, et al. 2016. Rapid cloning of disease-
resistance genes in plants using mutagenesis and sequence cap-
ture. Nat. Biotechnol. 34:652–655. doi:10.1038/nbt.3543

Suenaga, K., R.P. Singh, J. Huerta-Espino, and H.M. William. 
2003. Microsatellite markers for genes Lr34/Yr18 and other 
quantitative trait loci for leaf rust and stripe rust resistance 
in bread wheat. Phytopathology 93:881–890. doi:10.1094/
PHYTO.2003.93.7.881

Vanzetti, L.S., P. Campos, M. Demichelis, L.A. Lombardo, P.R. 
Aurelia, L.M. Vaschetto, et al. 2011. Identification of leaf rust 
resistance genes in selected Argentinean bread wheat cultivars 
by gene postulation and molecular markers. Electron. J. Bio-
technol. 14:1–17. doi:10.2225/vol14-issue3-fulltext-14

Voorrips, R.E. 2002. MapChart: Software for the graphical pre-
sentation of linkage maps and QTLs. J. Hered. 93:77–78. 
doi:10.1093/jhered/93.1.77

Wan, A., and X. Chen. 2014. Virulence characterization of Puc-
cinia striiformis f. sp. tritici using a new set of Yr single-gene line 
differentials in the United States in 2010. Plant Dis. 98:1534–
1542. doi:10.1094/PDIS-01-14-0071-RE

Wan, A., X. Chen, and J. Yuen. 2016. Races of Puccinia striiformis f. 
sp. tritici in the United States in 2011 and 2012 and compari-
son with races in 2010. Plant Dis. 100:966–975. doi:10.1094/
PDIS-10-15-1122-RE

William, H.M., R.P. Singh, J. Huerta-Espino, S.O. Islas, and 
D. Hoisington. 2003. Molecular marker mapping of leaf 
rust resistance gene Lr46 and its association with stripe rust 
resistance gene Yr29 in wheat. Phytopathology 93:153–159. 
doi:10.1094/PHYTO.2003.93.2.153

William, H.M., R.P. Singh, J. Huerta-Espino, G. Palacios, and 
K. Suenaga. 2006. Characterization of genetic loci confer-
ring adult plant resistance to leaf rust and stripe rust in spring 
wheat. Genome 49:977–990. doi:10.1139/g06-052 

Wu, J., Q. Wang, S. Liu, S. Huang, J. Mu, Q. Zeng, et al. 2017. 
Saturation mapping of a major effect QTL for stripe rust resis-
tance on wheat chromosome 2B in cultivar Napo 63 using 
SNP genotyping arrays. Front. Plant Sci. 8:653. doi:10.3389/
fpls.2017.00653

Yang, E.N., G.M. Rosewarne, S.A. Herrera-Foessel, J. Huerta-
Espino, Z.X. Tang, C.F. Sun, et al. 2013. QTL analysis of the 
spring wheat “Chapio” identifies stable stripe rust resistance 
despite inter-continental genotype ´ environment inter-
actions. Theor. Appl. Genet. 126:1721–1732. doi:10.1007/
s00122-013-2087-8

Yang, J., N.A. Zaitlen, M.E. Goddard, P.M. Visscher, and A.L. 
Price. 2014. Advantages and pitfalls in the application of 
mixed-model association methods. Nat. Genet. 46:100–106. 
doi:10.1038/ng.2876

Zadoks, J.C., T.T. Chang, and C.F. Konzak. 1974. A decimal 
code for the growth stages of cereals. Weed Res. 14:415–421. 
doi:10.1111/j.1365-3180.1974.tb01084.x

Zhang, W., S. Chen, Z. Abate, J. Nirmala, M.N. Rouse, and J. 
Dubcovsky. 2017. Identification and characterization of Sr13, 
a tetraploid wheat gene that confers resistance to the Ug99 
stem rust race group. Proc. Natl. Acad. Sci. USA 114:E9483–
E9492. doi:10.1073/pnas.1706277114

Zwart, R.S., J.P. Thompson, A.W. Milgate, U.K. Bansal, P.M. 
Williamson, H. Raman, and H.S. Bariana. 2010. QTL map-
ping of multiple foliar disease and root-lesion nematode 
resistances in wheat. Mol. Breed. 26:107–124. doi:10.1007/
s11032-009-9381-9

https://www.crops.org
http://dx.doi.org/10.1111/pbr.12290
http://dx.doi.org/10.1094/PDIS-06-16-0890-RE
http://dx.doi.org/10.1007/s00122-013-2159-9
http://dx.doi.org/10.1007/s00122-012-1786-x
http://dx.doi.org/10.1126/science.1239022
http://dx.doi.org/10.1126/science.aao7294
http://dx.doi.org/10.1016/0378-4290(86)90045-6
http://dx.doi.org/10.1038/nbt.3543
http://dx.doi.org/10.1094/PHYTO.2003.93.7.881
http://dx.doi.org/10.1094/PHYTO.2003.93.7.881
http://dx.doi.org/10.2225/vol14-issue3-fulltext-14
http://dx.doi.org/10.1093/jhered/93.1.77
http://dx.doi.org/10.1094/PDIS-01-14-0071-RE
http://dx.doi.org/10.1094/PDIS-10-15-1122-RE
http://dx.doi.org/10.1094/PDIS-10-15-1122-RE
http://dx.doi.org/10.1094/PHYTO.2003.93.2.153
https://dx.doi.org/10.1139/g06-052
http://dx.doi.org/10.3389/fpls.2017.00653
http://dx.doi.org/10.3389/fpls.2017.00653
http://dx.doi.org/10.1007/s00122-013-2087-8
http://dx.doi.org/10.1007/s00122-013-2087-8
http://dx.doi.org/10.1038/ng.2876
http://dx.doi.org/10.1111/j.1365-3180.1974.tb01084.x
http://dx.doi.org/10.1073/pnas.1706277114
http://dx.doi.org/10.1007/s11032-009-9381-9
http://dx.doi.org/10.1007/s11032-009-9381-9



