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Abstract 

Background: Wheat stem rust, caused by Puccinia graminis f. sp. tritici, is a major wheat disease which is mainly 
controlled through the release of resistant cultivars containing one or several resistance genes. Considerable effort 
has been put into the discovery of new resistance genes, but knowledge of their mechanisms of action is often lack-
ing. In this study, the mechanism of resistance conferred by a recently discovered stem rust resistance locus on wheat 
chromosome 7AL was investigated through microscopic observations and RNA-sequencing, using the susceptible 
line Columbus and the independent, backcrossed, resistant lines Columbus-NS765 and Columbus-NS766.

Results: Microscopic observations of infected leaves revealed that the resistance conferred by the 7AL resistance 
locus was initiated 2 days post-inoculation, upon the fungus entry into the plant through the stoma. Resistance was 
manifested by death of guard and epidermal cells adjacent to an infection site. Occasionally, similar observations were 
made in the susceptible line, suggesting that the resistance response was the same in all genotypes, but enhanced 
in the resistant lines. Transcriptomic analysis, combined with assignment of genes to wheat chromosomes, revealed 
a disproportionately high number of differentially expressed genes were located on chromosomes 7AL and 6A. A 
number of genes annotated as cysteine-rich receptor-like kinases were located on chromosome 7AL. Closer investiga-
tion indicated that the encoded proteins were in fact putative receptor-like cytoplasmic kinases. One of the putative 
RLCK genes contained a SNP marker previously shown to co-segregate with the 7AL resistance locus. The results also 
indicated the presence of a large introgression on chromosome 6A in both resistant lines, but whether it has any role 
in the resistance response is unclear.

Conclusions: This study represents the first investigation on the resistance mechanism conferred by the wheat 
7AL stem rust resistance locus. The resistance response was associated with pre-haustorial cell death, and the tran-
scriptome analysis suggested putative receptor-like cytoplasmic kinases as candidate resistance genes for further 
investigation.

Keywords: Wheat, Stem rust, Ug99, 7AL resistance, 7DL suppressor, RNA-Seq

© The Author(s) 2016. This article is distributed under the terms of the Creative Commons Attribution 4.0 International License 
(http://creativecommons.org/licenses/by/4.0/), which permits unrestricted use, distribution, and reproduction in any medium, 
provided you give appropriate credit to the original author(s) and the source, provide a link to the Creative Commons license, 
and indicate if changes were made. The Creative Commons Public Domain Dedication waiver (http://creativecommons.org/
publicdomain/zero/1.0/) applies to the data made available in this article, unless otherwise stated.

Background
Wheat stem rust, caused by the fungus Puccinia graminis 
f. sp. tritici (Pgt), is an important wheat and barley disease 
with a great destructive capacity [1]. Control of wheat 
stem rust mainly consists in the development of resistant 

cultivars through introgression of resistance genes, 
responsible for the pathogen recognition and the initia-
tion of the resistance response. However, Pgt can quickly 
evolve and overcome these resistance genes. The Ug99 
lineage, which is composed of highly virulent races that 
emerged in parts of East Africa and Middle East, is a per-
fect example. This lineage first overcame the long lasting 
resistance gene Sr31, then quickly became virulent to Sr24 
and Sr36 [2–4]. As the Ug99 lineage remains a threat to 
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food security and future outbreaks are expected [5], new 
resistance genes are continuously sought. These genes 
must be used wisely [6], and understanding the associated 
mechanism of resistance is essential for an efficient and 
durable protection against rapidly evolving Pgt.

In wheat, most resistance genes (R-genes) confer resist-
ance against Pgt in a race-specific manner [7] and usually 
involve a hypersensitive response (HR), which is associ-
ated with the death of host cells [8]. This prevents bio-
trophic pathogens, such as rusts, from further colonizing 
the plant. HR is the typical defence response of the effec-
tor-triggered immunity (ETI), which is initiated through 
the direct or indirect recognition of pathogen proteins 
called effectors by specific plant R-proteins. As such, the 
race-specificity of R-genes is a consequence of the spe-
cific interaction between highly diverse effectors and 
R-proteins. This is opposed to the broad-range resist-
ance conferred by the pattern-triggered immunity (PTI), 
which is induced through the recognition of microbial-
associated molecular pattern (MAMPs) [8]. Contrary to 
effectors, MAMPs are strongly conserved between races 
and even species. Although plant immunity has been an 
intense field of study, many questions remain about the 
molecular mechanisms of resistance, notably in wheat.

We recently reported the discovery of a new stem 
rust resistance locus located on the long arm of the 
wheat (Triticum aestivum L.) chromosome 7A [9]. This 
7AL resistance locus is effective against all Pgt races so 
far tested, including three members of the Ug99 group 
(TTKSK, TTKST and TTTSK) [9]. The 7AL locus was 
derived from wheat cultivar Canthatch (CTH), in which 
the resistance is not expressed. CTH is reported to con-
tain a suppressor of stem rust resistance located on chro-
mosome 7DL (7DL-Sup) [10–12], and we hypothesize 
that the 7AL resistance locus is in fact subject to sup-
pression by the 7DL-Sup [9]. The 7AL resistance, and 
presumably other stem rust resistance specificities, were 
expressed in a number of independent EMS-generated 
CTH mutants in which the 7DL-Sup was reported to be 
inactivated [9, 11]. Two stem rust resistant lines (Col-
NS765 and Col-NS766, BC5F4) were created by cross-
ing two independent CTH non-suppressor (CTH-NS) 
mutants with the susceptible cultivar Columbus (Col), 
which hypothetically lacks both the 7AL resistance 
locus and the 7DL-Sup [9]. The 7AL resistance locus 
was mapped in a population (F2:3) derived from a cross 
between the resistant line Col-NS766 and the susceptible 
line Columbus. It was confirmed that the resistance locus 
was also present in Col-NS765, CTH-NS mutant lines 
and CTH [9].

The aim of this study was to characterize the resist-
ance conferred by the 7AL locus at the cellular and 
molecular levels, using microscopy and RNA-sequencing 

(RNA-Seq) in the susceptible Columbus and resistant 
derivative lines. Moreover, the combination of mapping 
information and transcriptomics indicated possible can-
didates for the resistance gene(s) on 7AL.

Results
Stem rust resistance phenotyping
Resistance against Pgt was assessed on seedlings, 
11–15  days post-inoculation (DPI) with rust spores. 
Col was moderately susceptible (Infection type-IT 2+3), 
whereas Col-NS765 and Col-NS766 were resistant (IT ;1) 
(Fig.  1). CTH-K was fully susceptible (IT 3+4), whereas 

Fig. 1 Resistance to Pgt culture no. 313 on seedlings, 11 DPI. Col was 
moderately susceptible (2+3), whereas Col-NS765 and Col-NS766 
were resistant (;1)
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CTH-NS1 and CTH-NS2 were moderately resistant (IT 
22+) (data not shown). Susceptible control Morocco, 
hardly having any known resistance genes for Pgt, was 
fully susceptible (IT 4) (data not shown). These results 
were in agreement with Pujol et al. [9].

Microscopic observations of the stem rust resistance 
response
Fluorescein isothiocyanate wheat germ agglutinin staining
Stem rust was visualized by staining with fluorescein 
isothiocyanate (FITC)-labelled wheat germ agglutinin 
(WGA), which binds to chitin present in fungal cell walls. 
Within 1 h of Pgt inoculation (0 days post inoculation—
DPI), adhered urediniospores to the leaf surface were 
observed (Fig.  2-0). At 1 DPI (24  h after inoculation), 
most spores had germinated, but very few had devel-
oped an appressorium (Fig. 2-1). No difference between 
genotypes was observed at these time points. At 2 DPI, 
appressoria were formed over stomata as the pathogen 
started entering the leaf (Fig.  2-2). Some guard cells of 
the resistant lines showed blue autofluorescence under 
UV light, indicative of cell death (Fig. 2-2R2). This phe-
nomenon was always associated with an infection site 
(i.e. the location where appressoria formed, typically 
at the stoma), and a penetration peg was often present. 
Although also observed in Col, autofluorescence of plant 
cells around stem rust infection sites was less frequent in 
the susceptible line than in the resistant ones (Fig. 2-2S2), 
and this applies to any time point from 2 DPI (Fig. 3). At 
4 and 5 DPI, the rust colonies were well established inside 
the leaf of Col as many hyphae were observed, forming 
a small network (Fig.  2-5S). Haustoria were also visible. 
For the resistant lines, most fungi were still at the pen-
etration stage and few hyphal networks and haustoria 
were observed. Epidermal cells adjacent to these infec-
tion sites were often autofluorescent under UV (Fig.  2-
5R). Some mesophyll cells were also autofluorescent. At 
7 DPI, hyphal networks spread further in Col (Fig. 2-7S), 
whereas their progression was limited in Col-NS765 and 
Col-NS766 (Fig. 2-7R). Finally, at 9 DPI, hyphal networks 
were large in Col, and urediniospores had begun to form 
(Fig.  2-9S). Many of the leaf cells adjacent to the large 
rust pustules showed blue autofluorescence. In the resist-
ant genotypes, the relatively few fungal networks that 
progressed beyond the penetration stage were mainly 
smaller than in Col, and also showed autofluorescence of 

surrounding plant cells (Figs. 2-9R, 4). These results were 
in agreement with macroscopic observations at later time 
points, i.e. more and bigger uredinia in the susceptible 
genotypes (Fig. 1).

Observations in the susceptible CTH-K were com-
parable to those of Col, while the resistant lines, CTH-
NS1 and CTH-NS2, were comparable to Col-NS765 and 
Col-NS766. At 9 DPI, more and highly extended hyphal 
networks were present in the susceptible lines than in 
the resistant ones (Fig. 4). Also, more rust infection sites 
were arrested at the penetration stage in lines with Col 
background than in lines with CTH background, reflect-
ing the slightly higher susceptibility of the CTH back-
ground (Fig. 4).

Trypan blue staining
As well as dead plant cells, rust structures on the leaf 
surface (spores, elongation tubes and appressoria) were 
visible after trypan blue (TB) staining, when observed 
within 24  h of de-staining (Fig.  5). Observations were 
similar to those with WGA-FITC: urediniospores 
attached to the leaf surface at 0 DPI, germinated at 1 DPI 
and developed appressoria over stomata between 1 and 
2 DPI. The first sign of plant cell death was observed at 2 
DPI (Fig. 5-2R). Guard cells were sometimes TB stained 
in the resistant lines but almost never in Col. TB staining 
of leaf cells was associated with the presence of uredini-
ospores or appressoria. At 5 DPI, epidermal cells adja-
cent to infection sites were often stained in the resistant 
genotypes (Fig. 5-5R). At 9 DPI, pustules with uredinio-
spores, surrounded by TB stained epidermal cells, were 
observed in Col (Fig. 5-9S), but not in the resistant lines 
(Fig. 5-9R). At this stage, the staining in Col was prob-
ably due to the extensive damage caused by the rust 
development and the formation of uredinia breaking 
through the plant epidermis.

Transcriptome analysis
Reads alignment
mRNA was isolated from samples consisting of the 
first leaf of two seedlings at 0, 2 and 5 DPI. Sequencing 
yielded 36  million reads on average per samples, and 
a total of 982  million reads for the 27 samples (3 geno-
types ×  3 time points ×  3 biological replicates). Reads 
were aligned against the wheat Unigene database (http://
www.ncbi.nlm.nih.gov/unigene), corresponding to 

(See figure on next page.) 
Fig. 2 Rust development on resistant and susceptible genotypes. Histological observations of rust structures, stained with WGA-FITC, in Col, 
Col-NS765 and Col-NS766 throughout infection. Time points are indicated by the corresponding numbers (DPI), and S and R represent the typical 
responses of the susceptible and the two resistant genotypes respectively. Arrows indicate various rust and plant structures: urediniospore (s), elon-
gation tube (e), appressorium (a), hypha (h), hyphal network (n), uredinia (u), stoma (st), epidermal cell (ec) and mesophyll cell (mc). Pictures 0, 1, 2S1 
and 2R1 were taken under blue light, and the others under UV. 2S1/2S2 and 2R1/2R2 show the same field of view

http://www.ncbi.nlm.nih.gov/unigene
http://www.ncbi.nlm.nih.gov/unigene
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158  K transcripts. Alignment yield averaged at 65% of 
the total read set. Pearson’s correlations of read counts 
for each Unigene showed positive correlations between 

all samples (mean 90%), with best correlations between 
biological replicates (mean 98%). However, one replicate 
of Col-NS765 at 0 DPI was not as well correlated, even 
with the corresponding replicates (average 77%), and was 
removed from the analysis.

Unigenes were filtered to those with a minimum of 100 
total reads across all samples, resulting in a total of 67,156 
Unigenes expressed across samples. Of these Unigenes, 
more than half had <30 aligned reads on average for each 
sample and around 75% had <100 aligned reads per sam-
ple (Additional file  1: Figure S1). 95% of the Unigenes 
were represented by <30% of the total reads. This implied 
that most of the sequenced reads were associated with 
few genes that were highly expressed. As expected, these 
Unigenes corresponded to those associated with pho-
tosynthesis and leaf metabolism, for example RuBisCO 
activase, with 500 K reads (2.5%) on average per sample.

Differential expression analysis
Read counts for each gene in each sample were first nor-
malised using the R DESeq package [13]. Hierarchical 
clustering of all samples revealed three main clusters, 
each representing a time point (Fig. 6). Genotypes were 
grouped into 3 sub-clusters at 2 and 5 DPI, but not at 0 

Fig. 3 Autofluorescence. Percentage of infection sites with autofluo-
rescent cells through time. Panels represent independent experi-
ments for which (Top) all infection sites were analysed (mean = 60) 
and (Bottom) the first 30 infection sites were analysed, on the pooled 
first-leaf of two seedlings. Susceptible genotypes are represented in 
red and resistant genotypes in blue

Fig. 4 Hyphal network size. Boxplot representing the size distribution of hyphal networks at 9 DPI in each genotype. The median is represented 
by the horizontal bold line, lower and upper hinges correspond to the first and third quartiles, the whiskers extend from the hinges to the highest 
and lowest value within 1.5 of the inter-quartile range and points beyond the whiskers are considered outliers. The percentage of stem rusts with 
a developed hyphal network is indicated below the boxes and groups with different letters are significantly different (LSD, p value <0.05). Panels 
represent independent experiments for which (Top) 105, 79 and 61 infection sites were analysed in Col, Col-NS765 and Col-NS766, respectively, and 
(Bottom) the first 30 infection sites were analysed, on the pooled first-leaf of two seedlings. Susceptible genotypes are represented in red and resist-
ant genotypes in blue
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DPI. In addition, Col-NS765 and Col-NS766 were closer 
to each other, at 2 DPI, than to Col. At 5 DPI, Col and 
Col-NS765 clusters remained distinct, whereas it was not 
as clear for Col-NS766. Differential expression analysis 
was performed using DESeq. Eighteen pairwise compari-
sons were explored, corresponding to two categories: (1) 

genotype comparisons at each time point and (2) time 
comparisons for each genotype.

As seen above, most of the Unigenes were repre-
sented by relatively few reads per sample. In addition, 
mRNA was isolated from whole leaves, whereas gene 
expression differences were likely to be concentrated 

Fig. 5 Trypan blue staining of responses to rust infection in resistant and susceptible genotypes. Time points are indicated by the corresponding 
numbers (DPI), and S and R represent the susceptible and resistant typical responses, respectively. Arrows indicate various rust and plant structures: 
urediniospore (s), elongation tube (e), appressorium (a), uredinia (u), stoma (st) and epidermal cell (ec)
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in cells in contact with the rust pathogen, at least early 
after inoculation. To allow for these attenuating factors, 
the conditions for calling DE genes were not made too 
stringent, with a two-step selection, in order to maxi-
mize the number of candidate genes. Genes were at first 
considered differentially expressed (DE) with false dis-
covery rate (FDR) ≤  0.05 and absolute log2 fold change 
(FC) ≥ log2(2). On average, 8130 (12.1%) and 470 (0.7%) 

genes were DE between time points and between geno-
types, respectively (Fig.  7). Once DE genes were deter-
mined for a particular comparison (e.g. 0 vs 2 DPI in 
Col), these same genes were re-evaluated in similar com-
parisons (e.g. 0 vs 2 DPI in Col-NS766), using less strin-
gent thresholds [FDR ≤ 0.075 and |log2(FC)| ≥ log2(1.8)], 
which allowed detection of false negatives with respect to 
differential expression; for example, Ta.34224 was initially 

Fig. 6 Hierarchical clustering. Dendrogram and heat map showing the Euclidian distances between the samples, based on normalized reads count 
for each Unigene; the darker the color, the smaller the distance between samples. Letters and colored horizontal bars represent genotypes (A and red: 
Col, B and light blue: Col-NS765, C and dark blue: Col-NS766). The first numbers represent time points (DPI) and the last numbers represent biological 
replicates
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found to be DE between 0 and 2 DPI in Col-NS765 and 
Col-NS766 (FDR ≤ 0.05 and FC = 2.92 and 2.07, respec-
tively), but not in Col (FDR ≤ 0.05 and FC = 1.97), but 
a closer analysis showed their expression patterns were 
very similar in all three genotypes.

Gene expression validation
In order to make sure that expression levels of non-path-
ogen-responsive genes were comparable between sam-
ples, read counts for 12 wheat reference genes, selected 
from a study by Paolacci et  al. [14], were evaluated 
(Additional file 2: Reference Genes). None of these genes 
were found to be DE between genotypes, and only two 
(Ta.16204 and Ta.44405) were found to be DE between 
time points, being down-regulated at 5 DPI, compared 
to 0 DPI, in all genotypes. The uniformity and stability of 
the expression of these reference genes, between geno-
types and through time, demonstrated no underlying 
bias in the data and the analysis was considered valid. In 
addition, eight genes were also checked by RT-qPCR and 

results were in agreement with the RNA-Seq (Additional 
file 2: RT-qPCR).

Genes of interest for the stem rust resistance
Compared to 0 DPI, more than 15,000 and 11,000 genes 
were found to be DE in at least one genotype at 2 and 5 
DPI, respectively (Fig. 7, Top). Around 40% of them were 
regulated in the same way in all genotypes, while several 
thousand genes were DE across time points in only one 
genotype. More genes were DE in Col across time points 
than in Col-NS765 and Col-NS766. A total of 1502 genes 
were actually DE between genotypes. At any time point, 
more genes were DE between Col and Col-NS765 than 
between Col and Col-NS766 (Fig. 7, Bottom).

Genes that were DE at any time point between Col 
and both backcrossed independent resistant lines, Col-
NS765 and Col-NS766 (hereafter referred to collectively 
as Col-NS), were selected as genes of interest (GOIs); as 
these genes were potentially involved in the resistance 
response mediated by the 7AL locus. A total of 353 genes 
were selected, of which 198, 256 and 279 were DE at 0, 2 

Fig. 7 Venn diagrams of DE genes. (Top) Numbers of DE genes through time for each genotype. Letters represent genotypes: Col (A, red), Col-NS765 
(B, light blue), Col-NS766 (C, dark blue). (Bottom) Numbers of DE genes between genotypes at each time point (DPI): Col versus Col-NS765 (AvB, light 
green), Col versus Col-NS766 (AvC, dark green) and Col-NS765 versus Col-NS766 (BvC, brown). The genes of greatest interest are those that were DE 
between Col and both Col-NS lines (i.e. intersection of AvB and AvC)
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and 5 DPI, respectively (Fig. 7, Bottom). More than half 
of the GOIs were DE by at least eightfold (Fig. 8a). Fold 
changes were usually similar between Col and either Col-
NS765 or Col-NS766. More than 80% of the genes that 
were DE between Col and Col-NS at 0 DPI were also DE 
at 2 and 5 DPI (161 genes, Fig. 8b). Also, 23 and 11% were 
never expressed in Col or Col-NS, respectively.

Unigenes with a minimum of 100 reads aligned (67,156) 
were assigned to a wheat chromosome by aligning the 
Unigene reference sequences to the IWGSC wheat chro-
mosome survey sequencing (CSS) database [15]. More 
than 99% of the Unigenes were unambiguously associated 
with a chromosome. The 67,156 Unigenes were found to 
be uniformly distributed across the genome (Additional 
file  3: Figure S2). However, among the GOIs (353) that 

were DE at 0 DPI (198), a disproportionate number were 
found to be located on chromosomes 6AL, 6AS and 7AL 
(Additional file 3: Figure S2), which carried 41 (20.7%), 18 
(9.1%) and 16 (8.1%) genes, respectively.

The 353 GOIs were classified into categories (Table 1), 
depending on the time points at which they were DE 
between Col and Col-NS and their expression through 
time. 134 (38%) genes were categorized as constitutively 
DE, that is, always DE between Col and Col-NS, but 
never through time (Table 1 “Constitutive”). 85 (24%) and 
78 (22%) genes were categorized as putatively involved 
in the early and late resistance response, respectively, 
with 25 genes being in common between both resist-
ance responses (Table  1 “Early” and “Late”). Finally, 27 
(8%) genes were putatively involved in the initiation of 

Fig. 8 Genes of interest. a Number of genes of interest that were more (up, green) or less (down, violet) expressed in Col-NS765 and Col-NS766, 
compared to Col, at each time point (DPI). Color intensity represents minimum fold change. Letters represent genotypes: Col-NS765 (B) and Col-
NS766 (C). b Venn diagrams of genes of interest that were more (top, green) or less (bottom, violet) expressed in both Col-NS lines compared to Col, 
at each time point (DPI)
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the resistance response, as they were located on chromo-
some group 7L and DE between Col and Col-NS at 0 DPI 
(Table 1 “Origin”). Genes on 7BL and 7DL were also con-
sidered, in case they corresponded to 7AL homoeologues 
that were missing in the Unigene or wheat genome 
databases.

Genes were annotated using the rice, Arabidopsis and 
NCBI Refseq databases. Among the GOIs, 153 (43%) 
were annotated, including 40 genes (11%) annotated as 
repetitive or transposable elements, and 200 (57%) were 
poorly annotated or not at all. All details concerning the 
GOIs can be found in Additional file 2.

Hormonal pathways
The expression of five PR genes (PR1-5), usually associ-
ated with the salicylic acid (SA) and jasmonic acid (JA) 
pathways, was investigated (Additional file 2: PR genes). 
They were all found to be up-regulated at 2 and 5 DPI in 
all genotypes, without significant differences between the 
susceptible and resistant lines. The expression of PR1 was 
checked by RT-qPCR and results were similar, whereas 
in an independent mock-inoculation experiment, PR1 
was not found to be up-regulated in Col and Col-NS766 
between 0 and 5 DPI (data not shown).

Discussion
Microscopic observations
Stem rusts enter a leaf by forming an appressorium over 
a stoma, after which a penetration peg enters the leaf 
though the stomatal opening, eventually invading, usu-
ally a mesophyll cell, and forming a haustorium [16]. In 
this study, the different steps of stem rust development 

in planta were observed, from the landing of uredinio-
spores on the leaf surface, to the formation of new spores 
9 days later. Various rust structures were detected, such 
as appressoria and haustoria. Results indicate a two-
phase resistance response, preceding and following plant 
invasion by the pathogen, which ultimately led to fewer 
uredinium sites with fewer spores in the resistant lines 
(Fig. 1).

The pre-invasion, or early resistance response, was 
visible from 2 DPI, after the fungus had developed an 
appressorium and started entering the leaf, but before 
haustorium formation (Figs.  2, 5). The response was 
localized to the stomatal guard cells and adjacent epider-
mal cells at the site of penetration, which showed greater 
autofluorescence or TB coloration in the resistant lines 
than in the susceptible line. Both autofluorescence and 
TB coloration are indicative of dead plant cells [17, 18], 
suggesting that the resistance involves host cell death, 
predominantly in the epidermal cell layer. This is possibly 
due to HR, which is typical of ETI [8]. HR is reported to 
usually involve the death of host mesophyll cells, after the 
development of haustoria [19]; however, others have also 
observed pre-haustorial resistance responses in incom-
patible, ETI-mediated interactions. For example, a pre-
haustorial response to stem rust was recently reported 
by Wang et  al. [20], who observed that early responses 
to avirulent stem rust races in wheat carrying resistance 
genes Sr5 and Sr36 involved callose deposition in stoma-
tal guard cells. Another notable example of a pre-haus-
torial response to wheat stem rust is the case of barley 
durable stem rust resistance gene Rpg1, which encodes 
a receptor-like kinase (RLK) that is autophosphorylated 

Table 1 Classification of genes of interest

Criteria used for categorizing the genes found DE between Col and both Col-NS765 and Col-NS766, and the number and percent of the 353 genes of interest in each 
category

Category Definition Criteria Total More expressed in

Col Col-NS

# % # % # %

Constitutive Genes constitutively expressed Always DE between Col and Col-NS, and never 
DE through time in any genotype

134 38% 59 44% 75 56%

Early Genes putatively involved in the early resistance 
response

DE at 2 DPI between Col and Col-NS, but not at 
0 DPI unless DE at 2 DPI, compared to 0 DPI

85 24% 36 42% 49 58%

Late Genes putatively involved in the late resistance 
response

DE at 5 DPI between Col and Col-NS, but not at 
0 DPI unless DE at 5 DPI, compared to 0 DPI

78 22% 32 41% 46 59%

Pathogen Genes putatively from the pathogen Not expressed at 0 DPI in any genotype, highly 
up-regulated in Col at 5 DPI

4 1% 4 100% 0 0%

Miscellaneous Remaining genes 77 22% 9 12% 18 23%

Origin Genes that map at the origin of the resistance 
(i.e. possible R gene)

DE between both Col-NS and Col at 0 DPI, and 
on chromosome 7L

27 8% 7 26% 20 74%
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within minutes of inoculation with the avirulent patho-
gen [21, 22]. Rpg1 is believed to interact, presumably 
in the epidermis, with two avirulence proteins present 
in urediniospores, resulting in the initiation of HR well 
before haustoria formation. Thus, the stem rust resist-
ance mediated by the 7AL rust resistance locus shows 
some similarity with the mechanism of action reported 
for barley Rpg1.

As detailed above, Col was moderately susceptible (IT 
2+3) to stem rust race 313, while the two Col-NS lines 
were resistant (IT;1). Death of epidermal cells adjacent 
to rust invasion sites was also observed in Col, although 
these responses were less frequent than in Col-NS. 
Therefore, the resistance mechanism in Col-NS seemed 
to be an enhancement of a weak resistance present in 
Col. Interestingly, a resistance response similar to the 
one described here was microscopically observed in all 
three genotypes following inoculation with an aviru-
lent race (data not shown). This suggests that the same 
resistance mechanism is effective in all genotypes, but 
it was not activated in Col against race 313, whereas it 
was in Col-NS through the specific recognition of the 
pathogen, indicative of an ETI response. Further stud-
ies will be needed in order to establish whether the 
enhanced resistance in Col-NS is derived from a basal 
PTI response or a weak and early ETI response present 
in Col.

The early resistance response correlated with fewer 
rust infection sites progressing beyond penetration in 
Col-NS compared to Col (Fig. 4). For those that success-
fully invaded the plant, hyphal networks and uredia were 
usually smaller than in Col (Figs.  1, 4). This might be 
due to the early resistance response, which delayed rust 
propagation, or to the establishment of a late resistance 
response. This resistance response might also involve 
HR, as suggested by the autofluorescence and TB stain-
ing of mesophyll cells and the leaf necrosis/chlorosis at 
a later stage. However, compared to the early resistance 
response, cell death was not common, and the propaga-
tion of fungi that evade the early resistance could be hin-
dered by another resistance mechanism.

Transcriptome analysis
RNA-Seq is a powerful technique for quickly obtaining 
an overview of the molecular changes during plant-path-
ogen interaction. Wheat transcriptome studies during 
rust infection often rely on other techniques (e.g. micro-
array) and deal with leaf and stripe rusts [23–30]. To the 
best of our knowledge, the current study is the first wheat 
whole-transcriptome analysis during Pgt infection.

mRNA from the susceptible Col and the two resistant 
lines Col-NS765 and Col-NS766 was isolated at three 
time points, based on the microscopic observations: (1) 

0 DPI to determine gene expression differences between 
the genotypes before the initiation of the response to rust 
inoculation, (2) 2 DPI to investigate gene expression dif-
ferences in the early resistance response during leaf pen-
etration, and (3) 5 DPI to investigate gene expression 
differences in the late resistance response during fungal 
invasion.

Hierarchical clustering analysis of the similarity 
between samples revealed a grouping into three main 
clusters, each representing one time point after inocula-
tion (Fig. 6). Thus, the transcriptome profiles of all geno-
types, at a given time point, were more similar to each 
other than those of a single genotype through time. In 
other words, gene expression changes through time after 
rust inoculation were broadly similar for all three geno-
types. However, the genotypes grouped into three sub-
clusters at 2 and 5 DPI, but not at 0 DPI, with Col-NS765 
and Col-NS766 being clearly closer to each other than to 
Col at 2 DPI. This indicates that responses to stem rust 
diverged between the sensitive and resistant genotypes 
by 2 DPI. At all three time points, there were higher 
numbers of DE genes between Col and Col-NS765 than 
between Col and Col-NS766 (Fig. 7), indicating that the 
transcriptome profile of Col was more similar to that of 
Col-NS766. A possible explanation for these results is 
that more of the CTH-NS genetic background remains in 
the backcrossed line Col-NS765 than in Col-NS766.

Genes of interest
The study was designed to identify gene expression dif-
ferences relevant to the mechanism of resistance medi-
ated by the 7AL stem rust resistance locus. The DE genes 
on which we focused were those that were DE between 
Col and both Col-NS765 and Col-NS766 backcrossed 
lines (total 353 GOIs). These genes were expected to 
include two categories: (a) genes derived from the origi-
nal CTH-NS resistant backgrounds, and selected, along 
with the resistance phenotype, through five backcrossed 
generations, in both of the two independent Col-NS lines 
[11], and (b) genes in the Col genetic background that 
were regulated by genes in the first category.

Interpretation of the results of the analysis suffered 
from the limitation in annotation of wheat genes, with 
good annotations available for only 43% of the GOIs. 
Furthermore, several of the GOIs were actually found to 
be from rust pathogens despite being represented in the 
wheat Unigene database. These genes (“Pathogen” cate-
gory in Additional file 2) were not expressed in any of the 
wheat genotypes at 0 DPI, but were expressed at higher 
levels at 2 and 5 DPI, and were more highly expressed in 
Col than in Col-NS, providing a measure of the greater 
proliferation of the pathogen in the more susceptible 
genotype.
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As shown in Additional file 3: Figure S2, the 67 K Uni-
genes with >100 aligned reads were more or less evenly 
distributed across all wheat chromosomes, as indicated 
by alignment of the 67  K Unigene sequences with the 
wheat CSS database. The 353 GOIs were also roughly 
uniformly distributed through the genome, with two 
notable exceptions, chromosomes 7AL and 6A, each 
of which contained a disproportionately high number 
of the GOIs (Additional file  3: Figure S2 middle panel) 
Most of the GOIs assigned to these chromosomes were 
among the GOIs that were DE at 0 DPI, i.e. they were DE 
between the susceptible and resistant genotypes before 
any response to the pathogen was evident (Compare 
middle and bottom panels in Additional file 3: Figure S2). 
A likely explanation for this pre-existing difference is that 
they represent alleles inherited from the CTH-NS parent 
lines in the two crosses, and were co-selected with stem 
rust resistance through five backcrossed generations in 
the two independent Col-NS lines.

These findings are consistent with the mapping of a 
locus of major effect on the resistance to chromosome 
7AL using a 9  K SNP genotyping assay and restriction 
site-associated DNA sequencing (RAD-Seq) [9]. The 
mapping study also revealed a high degree of polymor-
phism between the parental genotypes on chromosome 
6A. Analysis with several molecular markers further 
indicated that Col-NS765 shares some regions on 6A 
with Col-NS766, but not with Col, consistent with these 
regions being inherited in the two independent back-
crossed lines from the CTH-NS parents [9]. However, 
any association of markers on chromosome 6A with the 
resistance was masked by the segregation of the 7AL 
locus in this population. In the current study, the dispro-
portionately large number of GOIs located on chromo-
some 6A also suggests the presence of genes affecting 
resistance on this chromosome. Further mapping using 
populations not segregating for the 7AL locus will be 
needed to clarify the role of chromosome 6A in the 
resistance.

Among the 59 GOIs detected on chromosome 6A 
that were DE between Col and Col-NS at 0 DPI (i.e. 
the genes that were most likely introgressed in the Col 
background), only 10 had useful annotations. Among 
them, two genes present may be involved in resistance. 
Ta.71325 encodes an ATP/ADP transporter similar to 
AATP1/ATNTT1, for which mutants in Arabidopsis 
and decreased activity in potato were found to increase 
resistance to several pathogens [31, 32]. However, 
expression of this gene in this study was initially higher 
in Col-NS than in Col but then increased in this last to 
a comparable level. Ta.72561, on the other hand, was 
always more expressed in Col. It encodes a Myosin-like 
protein with homology to Myosins XI, which were found 

in Arabidopsis to be regulators of early plant antifungal 
immunity at the penetration site [33].

GOIs on 7AL As the major locus conferring resistance 
was mapped to chromosome 7AL, GOIs located on this 
chromosome represented the best resistance gene can-
didates among the differentially expressed transcripts. 
Twenty of the 353 GOIs mapped to chromosome 7AL 
(Additional file  2: All on chr 7L). A further 20 GOIs 
mapped to chromosomes 7BL and 7DL, representing pos-
sible homeologues of genes that may not be represented 
in the CSS database for 7AL. Of the 20 GOIs on 7AL, 8 
had annotations, of which 4 encoded putative cysteine-
rich receptor-like kinases (CRKs). One CRK located on 
7DL (Ta.90847) encoded a protein with 97% identity to 
CRK Ta.90783 on 7AL, the former therefore represent-
ing a possible D homoeologue of the latter. Ta.109657 on 
7BL encoded a putative CRK protein with 82% identity 
to putative CRKs encoded by Ta 95070 and Ta.75386, 
both on 7AL. At this level of similarity, the 7BL gene 
probably represents a member of a family containing all 
three genes rather than being a homoeologue of either 
7AL gene. However, the Ta.109657 Unigene sequence 
was short, encoding only 95 amino acids compared to the 
approximately 350 amino acids of the other proteins, so 
any comparison involving this sequence would not give 
an accurate representation of the similarity between full-
length proteins.

Receptor-like kinases (RLKs) are signal transduc-
ers generally containing an N-terminal, extra-cellular 
receptor domain, a trans-membrane domain, and an 
intra-cellular protein kinase domain at the C-terminus. 
The large protein family is categorised according to 
the motifs recognisable in the predicted extra-cellular 
domains; notably, leucine-rich repeats characterise the 
nucleotide-binding leucine-rich RLKs (NLRs) involved in 
recognition of specific pathogens at the cell surface, and 
subsequent activation of ETI in plants [34]. CRKs com-
prise another large subfamily of RLKs, members of which 
are characterized by the conserved C-X8-C-X2-C motif 
(DUF26) in their extra-cellular domains [35]. However, 
using a variety of web-based tools, neither the DUF26 
motif, nor trans-membrane domains, were recognisable 
in the predicted proteins encoded by the 7AL CRK Uni-
gene sequences, indicating that the predicted proteins 
are cytoplasmic, and do not in fact belong to the CRK 
subfamily. Rather, they should be considered as receptor-
like cytoplasmic kinases (RLCKs).

RLCKs make up a large sub-family of RLKs. They 
consist of a predicted protein kinase domain, with no 
targeting signals, indicating that they are cytoplas-
mic. RLCKs have been demonstrated to function in the 
cascade of plant defence signalling by interacting with 
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pattern recognition receptors and associated proteins at 
the inner surface of the plasma membrane, subsequently 
transducing the signal perceived at the cell surface to 
induce PTI defence responses. Furthermore, it has been 
demonstrated that plant RLCKs are targets of pathogen 
avirulence proteins, which can attenuate plant PTI by 
modifying a target RLCK [36]. The wheat 7AL putative 
RLCKs have no close homologues amongst well-charac-
terised kinases, but their kinase domains show similarity 
to the kinase domains of CRKs (30–40% amino acid iden-
tity), hence the annotations. Notably, the 7AL putative 
RLCKs also show similarity to the two kinase domains of 
barley Rpg1 (for example 40 and 37% identity between the 
single kinase domain of the Ta.90783 predicted protein 
and the two kinase domains of Rpg1). As noted above, the 
microscopic observations reported here indicate some 
similarities in the mechanisms of action of the wheat 
7AL resistance locus and the well-characterised stem 
rust resistance gene Rpg1 in Hordeum vulgare [22]. Thus 
the 7AL RLCKs exhibited characteristics of proteins that 
could have a role in plant defence. Remarkably, compari-
son of the 7AL contigs containing the GOIs with the 7AL 
contigs containing SNPs mapped to the 7AL resistance 
locus in previous work, showed that two of the DE GOIs, 
both encoding putative RLCKs, mapped at or near the 
7AL resistance locus. RLCK Ta.90783 was located on 7AL 
contig 4487195, which co-segregated with the cluster of 
markers most closely linked with the stem rust resistance, 
while Ta.104804 was located on 7AL contig 4519254, 
which was separated by 11 recombinants from the cluster 
of co-segregating markers [9]. Ta.90783 therefore repre-
sents a strong candidate for further investigation.

Early resistance response Eighty-five genes were found 
to be DE between Col and Col-NS at 2 DPI, and thus puta-
tively involved in the early resistance response, of which 
36 and 49 were more expressed in Col and Col-NS, respec-
tively. Many presented similar expression patterns in all 
genotypes, which could suggest that they are not responsi-
ble for differentiation between resistance and susceptibil-
ity. Nevertheless, the differential expression of these genes 
could have a quantitative effect on the resistance. Twenty-
eight had annotations other than repetitive/transposable 
elements. Interestingly, some genes that could be involved 
in defence, such as Ta.75060 (disease resistance) and 
Ta.13785 (xylanase inhibitor) [37] were more expressed in 
Col. These genes may be part of the weak defence response 
in Col, but the lower expression in Col-NS suggests they 
do not contribute, to any large extent, to the 7AL resist-
ance response. Conversely, the down-regulation in Col-NS 
of Ta.10772, which encoded a nodulin MtN2-like, could 
hinder the pathogen progression [38]. Concerning the 
genes that were more expressed in Col-NS, three of them 

(Ta.90783, Ta.111478 and Ta.101645) were annotated as 
CRKs. They were also more expressed at 5 DPI. These 
genes, as well as Ta.45840 (calmodulin-binding protein) 
and Ta.1164 (serine/threonine-protein kinase), could be 
involved in signal transduction.

Late resistance response Seventy-eight genes were found 
to be putatively involved in the late resistance response, 
of which 32 and 46 were more expressed in Col and Col-
NS, respectively. Thirty-three had annotations other than 
repetitive/transposable elements. Of those more expressed 
in Col-NS, many were of particular interest; Ta.66505, 
Ta.87731 and Ta.88423 (disease resistance proteins), 
Ta.101645, Ta.102188, Ta.103989, Ta.111478 and Ta.90783 
(CRKs), Ta.72300 and Ta.87792 (RLKs), Ta.78049 (ABC 
transporter [39]) and Ta.90050 (UDP-glycosyltransferase 
[40]) could all be part of the defence response.

Hormonal pathways
The SA and JA pathways are well known for being 
involved in plant immunity and are often described 
as antagonists in the resistance against biotrophic and 
necrotrophic pathogens [41, 42]. SA- and JA-signalling 
promotes the activation of the systemic acquired resist-
ance (SAR) and the production of pathogenesis-related 
(PR) proteins. In this study, the up-regulation at 2 and 
5 DPI of five PR genes in all genotypes strongly suggests 
that the SA and/or JA pathways have been activated in all 
three genotypes following rust infection, but the defence 
response in Col-NS is independent of or in parallel with 
these pathways.

Conclusion
In this study, we investigated the resistance conferred 
by the newly-discovered wheat 7AL stem rust resistance 
locus. The data presented here suggest that the resist-
ance conferred by the 7AL locus involves the death of 
stomatal guard cells and adjacent epidermal cells during 
the penetration stage. The combination of microscopy, 
transcriptomics, and mapping point to the mechanism 
of resistance in Col-NS being an enhanced form of a 
weak resistance present in Col that potentially involves 
RLCKs encoded at the 7AL locus. It is possible that these 
kinases interact to enhance either a basal PTI mecha-
nism or weak ETI response. The great number of tran-
script sequences generated here provides a good basis for 
future research on Pgt-wheat interaction.

Methods
Plant material
All Canthatch (CTH-K, CTH-NS1 and CTH-NS2) 
and Columbus (Col, Col-NS765 and Col-NS766) lines/
mutants were provided by Kerber [11], Agriculture 
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Canada Research Station in Winnipeg, Canada. CTH-K 
is a single seed derived and purified selection of CTH 
descent from which the NS EMS mutants originated. 
CTH-NS1 and CTH-NS2 are two independent EMS 
mutants, in which the 7D-Sup has been inactivated 
[11]. Col-NS765 and Col-NS766 are near-isogenic lines, 
derived from independent backcrosses (BC5F4) of each of 
the two CTH-NS mutants with the recurrent parent Col. 
Both CTH and Col are closely related to Thatcher.

Stem rust inoculation
Resistance to stem rust was evaluated with wheat stem 
rust Pgt culture no. 313 (pathotype 34-1,2,3,5,6,7 accord-
ing to Australian nomenclature) from the Plant Breed-
ing Institute, University of Sydney, Australia. This race is 
avirulent on Sr9e and Sr21, but virulent on Sr5, Sr6, Sr7b, 
Sr8a, Sr9b, Sr9  g, Sr11, Sr15 and Sr17. Seedlings were 
grown in a microclimate room (22/20 °C day/night) until 
the two-leaf stage (approximately 2  weeks). Inoculation 
was undertaken by spraying the plants with uredinio-
spores suspended in light mineral oil. Plants were dried 
for 30 min and incubated for 2 days in incubation cabi-
nets (22/20  °C  day/night, high humidity). Finally, plants 
were transferred to a microclimate room, at a lower tem-
perature (18/17  °C  day/night), until sampling/scoring. 
Seedlings were scored for stem rust resistance between 
11 and 15 DPI, using the stem rust scoring scale [43, 44].

Microscopic observations
For each genotype, the first leaf of two seedlings from 
different pots were pooled at several DPI and stained for 
microscopic observations, using the Zeiss Axio Imager. 
M1 microscope. The development of stem rust in planta 
was observed using WGA-FITC, which binds specifi-
cally to N-acetyl-glucosamine (i.e. chitin) and allows the 
observation of fungal structures as green fluorescence. 
WGA-FITC staining was done following a modified pro-
tocol described by Ayliffe et  al. [45]. Briefly, leaf tissue 
was immersed in 1  M KOH and incubated at 37  °C for 
2  days; KOH solution was replaced during incubation. 
Tissue was then neutralized in 50 mM Tris, pH 7.0, and 
stained with WGA-FITC at 20  µg/ml (Sigma-Aldrich, 
St. Louis). Fungal structures and autofluorescence were 
observed under blue (excitation 470–440  nm, emis-
sion 525–550  nm) and UV (excitation 365  nm, emis-
sion ≥  420 nm) light, respectively. This experiment was 
performed twice: at 0, 1, 2, 5, 7 and 9 DPI on genotypes 
with Columbus background for the first one, and at 4, 7 
and 9 DPI on all genotypes for the second one. For each 
genotype, hyphal network size at 9 DPI was quanti-
fied by measuring the area covered by hyphae, using the 

AxioVs40 software (v4.8.20). In the first experiment, all 
infection sites were analysed, i.e. 105, 79 and 61 infection 
sites for Col, Col-NS765 and Col-NS766, respectively, 
whereas in the second experiment, the first 30 infection 
sites observed were analysed. Trypan blue staining was 
done once on genotypes with the Columbus background, 
following the method described by Desmond et al. [46].

Transcriptome analysis
For each sample, the first leaf of two seedlings from dif-
ferent pots were pooled and quickly frozen in liquid 
nitrogen. Total RNA was extracted using the RNeasy 
Plant Mini Extraction Kit (Qiagen) and RNA integrity 
was checked on 1.4% agarose gel and on the Agilent 
2100 Bioanalyzer. Following poly(A) isolation step per-
formed by the sequencing company (Australian Genome 
Research Facility), mRNA samples were sequenced 
using Illumina HiSeq 2000 for 100 bp single-end and an 
expected yield of 30  million reads. Reads were aligned 
against the wheat (Triticum aestivum) Unigene database 
build #62 (http://www.ncbi.nlm.nih.gov/unigene), com-
prising 158,028 transcripts, using the BioKanga software 
(http://code.google.com/p/biokanga). Alignment allowed 
a mismatch rate of up to 10% of the length of the read. 
Only reads with a unique best hit were selected for dif-
ferential expression analysis. Unigenes were filtered to 
those with a sum of counts greater than, or equal to, 100 
across samples. Read counts were normalized and tested 
for differential expression, using the R DESeq package 
v1.12.0 with default parameters [13]. Hierarchical clus-
tering was done using the Euclidian distances on the 
normalized reads count following DESeq variance sta-
bilizing transformation. Eighteen pairwise comparisons 
were performed (between genotypes at each time point 
and between time points for each genotype). Genes were 
considered DE for FDR ≤ 0.05 and |log2(FC)| ≥  log2(2), 
and for FDR ≤ 0.075 and |log2(FC)| ≥ log2(1.8) if already 
found DE in similar comparisons. Genes were consid-
ered expressed if more than 0.15 read per kilo base per 
million (RPKM) was detected. Chromosomal location 
of each Unigene was determined using BLASTN (best 
hit, evalue ≤ 105) against the flow-sorted IWGSC chro-
mosome survey sequencing contigs of cultivar Chinese 
Spring [15]. Unigenes putatively involved in hormonal 
pathways (PR genes) were recovered using tBLASTN 
from wheat protein sequences. RT-qPCR checks were 
performed using the Applied Biosystems 7900HT Fast 
Real-Time PCR System and the relative expression level 
was calculated by comparing the target gene with the ref-
erence Unigene Ta.2291 (ADP-ribosylation factor) using 
the 2−ΔCq formula.

http://www.ncbi.nlm.nih.gov/unigene
http://code.google.com/p/biokanga


Page 15 of 16Pujol et al. BMC Res Notes  (2016) 9:502 

Abbreviations
CSS: IWGSC wheat chromosome survey sequencing; Col: Columbus; CTH: 
Canthatch; DE: differentially expressed; DPI: days post-inoculation; ETI: effector 
triggered immunity; FC: fold change; FDR: false discovery rate; GOIs: genes of 
interest; HR: hypersensitive response; IT: infection type; NS: non-suppressor; 
Pgt: Puccinia graminis f. sp. tritici; PTI: pattern triggered immunity; R-genes: 
resistance genes; SAR: systemic acquired resistance; TB: trypan blue; WGA-FITC: 
fluorescein isothiocyanate-labeled wheat germ agglutinin.

Authors’ contributions
VP collected the data, performed the analyses and co-wrote the manuscript, 
JR and PW contributed to bioinformatics analysis, JT supervised the bioinfor-
matics analysis, PZ coordinated rust phenotyping and edited the manuscript, 
LH supervised the study and edited the manuscript, LT and EL supervised the 
study and co-wrote the manuscript. All authors read and approved the final 
manuscript.

Author details
1 CSIRO Agriculture and Food, GPO Box 1600, Canberra, ACT 2601, Australia. 
2 Plant Breeding Institute, School of Life and Environmental Sciences, Univer-
sity of Sydney, Cobbitty, NSW 2570, Australia. 3 Department of Plant Sciences 
and Plant Pathology, Montana State University, Bozeman, MT 59717, USA. 

Competing interests
The authors declare that they have no competing interests.

Availability of data and materials
The data discussed in this publication have been deposited in NCBI’s Gene 
Expression Omnibus [47] and are accessible through GEO Series acces-
sion number GSE83149 (http://www.ncbi.nlm.nih.gov/geo/query/acc.
cgi?acc=GSE83149).

Funding
This study was funded by the BREAD program of the National Science Foun-
dation (IOS-096-5429), USA.

Received: 24 June 2016   Accepted: 1 December 2016

References
 1. Dean R, Van Kan JAL, Pretorius ZA, Hammond-Kosack KE, Di Pietro A, 

Spanu PD, et al. The top 10 fungal pathogens in molecular plant pathol-
ogy. Mol Plant Pathol. 2012;13:414–30.

 2. Pretorius ZA, Singh RP, Wagoire WW, Payne TS. Detection of virulence to 
wheat stem rust resistance gene Sr31 in Puccinia graminis f. sp. tritici in 
Uganda. Plant Dis. 2000;84:203.

 3. Jin Y, Szabo LJ, Pretorius ZA, Singh RP, Ward R, Fetch T Jr. Detection of 
virulence to resistance gene Sr24 within race TTKS of Puccinia graminis f. 
sp. tritici. Plant Dis. 2008;92:923–6.

Additional files

Additional file 1. Histogram of read count. Bars represent the number of 
Unigene for a particular number of reads, and blue circles represent the 
additive percent of Unigene. Blue line represents the additive percent of 
reads.

Additional file 2. Supporting data. Details concerning the 353 GOIs, 
reference and PR genes, and RT-qPCR results.

Additional file 3. Genomic distribution of Unigenes. Top: the percent of 
total expressed Unigenes (67,156) on each chromosome. Note: chromo-
some 3B includes both 3BL and 3BS. Middle: the number of the 353 genes 
of interest (GOIs) on each chromosome, expressed as a percent of the 
total number of expressed Unigenes assigned to that chromosome (per-
cent of Unigenes per chromosome). Bottom: the number of the 198 GOIs 
that were DE at 0DPI on each chromosome expressed as a percent of the 
total number of expressed Unigenes assigned to each chromosome.

 4. Jin Y, Szabo LJ, Rouse MN, Fetch T Jr, Pretorius ZA, Wanyera R, et al. Detec-
tion of virulence to resistance gene Sr36 within the TTKS race lineage of 
Puccinia graminis f. sp. tritici. Plant Dis. 2009;93:367–70.

 5. Singh RP, Hodson DP, Jin Y, Lagudah ES, Ayliffe MA, Bhavani S, et al. Emer-
gence and spread of new races of wheat stem rust fungus: continued 
threat to food security and prospects of genetic control. Phytopathology. 
2015;105:872–84.

 6. Figueroa M, Upadhyaya NM, Sperschneider J, Park RF, Szabo LJ, Stef-
fenson B, et al. Changing the game: using integrative genomics to probe 
virulence mechanisms of the stem rust pathogen Puccinia graminis f. sp. 
tritici. Front Plant Sci. 2016;7:205.

 7. Singh S, Singh RP, Huerta-Espino J. Stem rust. In: Sharma I, editor. Disease 
resistance in wheat. Wallingford: CABI; 2012. p. 18–32.

 8. Dodds PN, Rathjen JP. Plant immunity: towards an integrated view of 
plant–pathogen interactions. Nat Rev Genet. 2010;11:539–48.

 9. Pujol V, Forrest KL, Zhang P, Rouse MN, Hayden MJ, Huang L, et al. 
Identification of a stem rust resistance locus effective against Ug99 on 
wheat chromosome 7AL using a RAD-Seq approach. Theor Appl Genet. 
2015;128:1397–405.

 10. Kerber ER, Green GJ. Suppression of stem rust resistance in the hexaploid 
wheat cv. Canthatch by chromosome 7DL. Can J Bot. 1980;58:1347–50.

 11. Kerber ER. Stem-rust resistance in “Canthatch” hexaploid wheat 
induced by a nonsuppressor mutation on chromosome 7DL. Genome. 
1991;34:935–9.

 12. Kerber ER, Aung T. Confirmation of nonsuppressor mutation of stem rust 
resistance in “Canthatch” common wheat. Crop Sci. 1995;35:743–4.

 13. Anders S, Huber W. Differential expression analysis for sequence count 
data. Genome Biol. 2010;11:R106.

 14. Paolacci AR, Tanzarella OA, Porceddu E, Ciaffi M. Identification and valida-
tion of reference genes for quantitative RT-PCR normalization in wheat. 
BMC Mol Biol. 2009;10:11.

 15. The International Wheat Genome Sequencing Consortium (IWGSC), 
Mayer KFX, Rogers J, el Dole J, Pozniak C, Eversole K, et al. A chromosome-
based draft sequence of the hexaploid bread wheat (Triticum aestivum) 
genome. Science. 2014;345:1251788.

 16. Voegele RT, Hahn M, Mendgen K. The uredinales: cytology, biochemistry, 
and molecular biology. In: Deising HB, editor. Plant relationships. 2nd ed. 
Springer: Berlin; 2009. p. 69–98.

 17. Koga H, Zeyen RJ, Bushnell WR, Ahlstrand GG. Hypersensitive cell death, 
autofluorescence, and insoluble silicon accumulation in barley leaf 
epidermal cells under attack by Erysiphe graminis f. sp. hordei. Physiol Mol 
Plant Pathol. 1988;32:395–409.

 18. Strober W. Trypan blue exclusion test of cell viability. Curr Protoc Immu-
nol. 2001. doi:10.1002/0471142735.ima03bs21.

 19. Catanzariti A-M, Dodds PN, Ellis JG. Avirulence proteins from haustoria-
forming pathogens: avirulence proteins from haustoria-forming patho-
gens. FEMS Microbiol Lett. 2007;269:181–8.

 20. Wang X, McCallum BD, Fetch T, Bakkeren G, Saville BJ. Sr36- and 
Sr5-mediated resistance response to Puccinia graminis f. sp. tritici is 
associated with callose deposition in wheat guard cells. Phytopathology. 
2015;105:728–37.

 21. Brueggeman R, Rostoks N, Kudrna D, Kilian A, Han F, Chen J, et al. The 
barley stem rust-resistance gene Rpg1 is a novel disease-resistance gene 
with homology to receptor kinases. Proc Natl Acad Sci. 2002;99:9328–33.

 22. Nirmala J, Drader T, Lawrence PK, Yin C, Hulbert S, Steber CM, et al. 
Concerted action of two avirulent spore effectors activates Reaction to 
Puccinia graminis 1 (Rpg1)-mediated cereal stem rust resistance. Proc Natl 
Acad Sci. 2011;108:14676–81.

 23. Dobon A, Bunting DCE, Cabrera-Quio LE, Uauy C, Saunders DGO. The 
host-pathogen interaction between wheat and yellow rust induces tem-
porally coordinated waves of gene expression. BMC Genom. 2016;17:380.

 24. Chandra S, Singh D, Pathak J, Kumari S, Kumar M, Poddar R, et al. 
De novo assembled wheat transcriptomes delineate differentially 
expressed host genes in response to leaf rust infection. PLoS ONE. 
2016;11:e0148453.

 25. Zhang H, Yang Y, Wang C, Liu M, Li H, Fu Y, et al. Large-scale transcriptome 
comparison reveals distinct gene activations in wheat responding to 
stripe rust and powdery mildew. BMC Genom. 2014;15:898.

 26. Bozkurt TO, Mcgrann GRD, Maccormack R, Boyd LA, Akkaya MS. Cel-
lular and transcriptional responses of wheat during compatible and 

http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE83149
http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE83149
http://dx.doi.org/10.1186/s13104-016-2320-z
http://dx.doi.org/10.1186/s13104-016-2320-z
http://dx.doi.org/10.1186/s13104-016-2320-z
http://dx.doi.org/10.1002/0471142735.ima03bs21


Page 16 of 16Pujol et al. BMC Res Notes  (2016) 9:502 

•  We accept pre-submission inquiries 

•  Our selector tool helps you to find the most relevant journal

•  We provide round the clock customer support 

•  Convenient online submission

•  Thorough peer review

•  Inclusion in PubMed and all major indexing services 

•  Maximum visibility for your research

Submit your manuscript at
www.biomedcentral.com/submit

Submit your next manuscript to BioMed Central 
and we will help you at every step:

incompatible race-specific interactions with Puccinia striiformis f. sp. tritici: 
yr1-mediated yellow rust resistance. Mol Plant Pathol. 2010;5:625–40.

 27. Ma J, Huang X, Wang X, Chen X, Qu Z, Huang L, et al. Identification of 
expressed genes during compatible interaction between stripe rust 
(Puccinia striiformis) and wheat using a cDNA library. BMC Genom. 
2009;10:586.

 28. Coram TE, Wang M, Chen X. Transcriptome analysis of the wheat–Puccinia 
striiformis f. sp. tritici interaction. Mol. Plant Pathol. 2008;9:157–69.

 29. Coram TE, Settles ML, Chen X. Transcriptome analysis of high-tempera-
ture adult-plant resistance conditioned by Yr39 during the wheat-Puc-
cinia striiformis f. sp. tritici interaction. Mol Plant Pathol. 2008;9:479–93.

 30. Hulbert SH, Bai J, Fellers JP, Pacheco MG, Bowden RL. Gene expression 
patterns in near isogenic lines for wheat rust resistance gene Lr34/Yr18. 
Phytopathology. 2007;97:1083–93.

 31. Schmitz G, Reinhold T, Göbel C, Feussner I, Neuhaus HE, Conrath U. 
Limitation of nocturnal ATP import into chloroplasts seems to affect 
hormonal crosstalk, prime defense, and enhance disease resistance in 
Arabidopsis thaliana. Mol Plant Microbe Interact. 2010;23:1584–91.

 32. Linke C, Conrath U, Jeblick W, Betsche T, Mahn A, Düring K, Neuhaus 
HE. Inhibition of the plastidic ATP/ADP transporter protein primes 
potato tubers for augmented elicitation of defense responses and 
enhances their resistance against Erwinia carotovora. Plant Physiol. 
2002;129:1607–15.

 33. Yang L, Qin L, Liu G, Peremyslov VV, Dolja VV, Wei Y. Myosins XI modulate 
host cellular responses and penetration resistance to fungal pathogens. 
Proc Natl Acad Sci. 2014;111:13996–4001.

 34. Li X, Kapos P, Zhang Y. NLRs in plants. Curr Opin Immunol. 
2015;32:114–21.

 35. Chen Z. A superfamily of proteins with novel cysteine-rich repeats. Plant 
Physiol. 2001;126:473–6.

 36. Yamaguchi K, Yamada K, Ishikawa K, Yoshimura S, Hayashi N, Uchihashi 
K, et al. A receptor-like cytoplasmic kinase targeted by a plant pathogen 
effector is directly phosphorylated by the chitin receptor and mediates 
rice immunity. Cell Host Microbe. 2013;13:347–57.

 37. Dornez E, Croes E, Gebruers K, De Coninck B, Cammue B, Delcour J, et al. 
Accumulated evidence substantiates a role for three classes of wheat 
xylanase inhibitors in plant defense. Crit Rev Plant Sci. 2010;29:244–64.

 38. Denance N, Szurek B, Noel LD. Emerging functions of Nodulin-Like pro-
teins in non-nodulating plant species. Plant Cell Physiol. 2014;55:469–74.

 39. Kang J, Park J, Choi H, Burla B, Kretzschmar T, Lee Y, Martinoia E. Plant ABC 
transporters. Arab Book. 2011;9:e0153.

 40. Langlois-Meurinne M. Pathogen-responsive expression of glycosyl-
transferase genes UGT73B3 and UGT73B5 is necessary for resistance 
to Pseudomonas syringae pv tomato in Arabidopsis. Plant Physiol. 
2005;139:1890–901.

 41. Kumar D. Salicylic acid signaling in disease resistance. Plant Sci. 
2014;228:127–34.

 42. Campos ML, Kang J-H, Howe GA. Jasmonate-triggered plant immunity. J 
Chem Ecol. 2014;40:657–75.

 43. Stakman EC, Stewart DM, Loegering WQ. Identification of physiologic 
races of Puccinia graminis var. Tritici. Washington: United States Depart-
ment of Agriculture, Agricultural Research Service; 1962.

 44. McIntosh RA, Wellings CR, Park RF. Wheat rusts an atlas of resistance 
genes. East Melbourne: CSIRO; 1995.

 45. Ayliffe M, Devilla R, Mago R, White R, Talbot M, Pryor A, et al. Non-
host resistance of rice to rust pathogens. Mol Plant Microbe Interact. 
2011;24:1143–55.

 46. Desmond OJ, Manners JM, Stephens AE, MacLean DJ, Schenk PM, Gar-
diner DM, et al. The Fusarium mycotoxin deoxynivalenol elicits hydrogen 
peroxide production, programmed cell death and defence responses in 
wheat. Mol Plant Pathol. 2008;9:435–45.

 47. Edgar R, Domrachev M, Lash AE. Gene expression Omnibus: nCBI gene 
expression and hybridization array data repository. Nucleic Acids Res. 
2002;30:207–10.


	Cellular and molecular characterization of a stem rust resistance locus on wheat chromosome 7AL
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Results
	Stem rust resistance phenotyping
	Microscopic observations of the stem rust resistance response
	Fluorescein isothiocyanate wheat germ agglutinin staining
	Trypan blue staining

	Transcriptome analysis
	Reads alignment
	Differential expression analysis
	Gene expression validation
	Genes of interest for the stem rust resistance
	Hormonal pathways


	Discussion
	Microscopic observations
	Transcriptome analysis
	Genes of interest
	GOIs on 7AL 
	Early resistance response 
	Late resistance response 

	Hormonal pathways


	Conclusion
	Methods
	Plant material
	Stem rust inoculation
	Microscopic observations
	Transcriptome analysis

	Authors’ contributions
	References




