Wang et al. BMC Plant Biology 2010, 10:9
http://www.biomedcentral.com/1471-2229/10/9

BMC
Plant Biology

RESEARCH ARTICLE Open Access

Differential gene expression in incompatible
interaction between wheat and stripe rust fungus
revealed by cDNA-AFLP and comparison to

compatible interaction

Xiaojie Wang', Wei Liu', Xianming Chen? Chunlei Tang', Yanling Dong', Jinbiao Ma', Xueling Huang',
Guorong Wei', Qingmei Han', Lili Huang', Zhensheng Kang'"

Abstract

Background: Stripe rust of wheat, caused by Puccinia striiformis f. sp. tritici (Pst), is one of the most important
diseases of wheat worldwide. Due to special features of hexaploid wheat with large and complex genome and
difficulties for transformation, and of Pst without sexual reproduction and hard to culture on media, the use of
most genetic and molecular techniques in studying genes involved in the wheat-Pst interactions has been largely
limited. The objective of this study was to identify transcriptionally regulated genes during an incompatible
interaction between wheat and Pst using cDNA-AFLP technique

Results: A total of 52,992 transcript derived fragments (TDFs) were generated with 64 primer pairs and 2,437 (4.6%)
of them displayed altered expression patterns after inoculation with 1,787 up-regulated and 650 down-regulated.
We obtained reliable sequences (>100 bp) for 255 selected TDFs, of which 113 (44.3%) had putative functions
identified. A large group (17.6%) of these genes shared high homology with genes involved in metabolism and
photosynthesis; 13.8% to genes with functions related to disease defense and signal transduction; and those in the
remaining groups (12.9%) to genes involved in transcription, transport processes, protein metabolism, and cell
structure, respectively. Through comparing TDFs identified in the present study for incompatible interaction and

those identified in the previous study for compatible interactions, 161 TDFs were shared by both interactions, 94

were expressed specifically in the incompatible interaction, of which the specificity of 43 selected transcripts were
determined using quantitative real-time polymerase chain reaction (QRT-PCR). Based on the analyses of homology
to genes known to play a role in defense, signal transduction and protein metabolism, 20 TDFs were chosen and
their expression patterns revealed by the cDNA-AFLP technique were confirmed using the gRT-PCR analysis.

Conclusion: We uncovered a number of new candidate genes possibly involved in the interactions of wheat and
Pst, of which 11 TDFs expressed specifically in the incompatible interaction. Resistance to stripe rust in wheat cv.
Suwon11 is executed after penetration has occurred. Moreover, we also found that plant responses in compatible

infection.

and incompatible interactions are qualitatively similar but quantitatively different soon after stripe rust fungus

Background

Plant disease resistance and susceptibility are governed
by the combined genotypes of host and pathogen, and
depend on a complex exchange of signals and responses
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occurring under given environmental conditions. During
the long processes of host-pathogen co-evolution, plants
have developed various elaborate mechanisms to ward
off pathogen attack [1]. A key difference between resis-
tant and susceptible plants is the timely recognition of
the invading pathogen, and the rapid and effective acti-
vation of host defense mechanisms. The activation of
defense responses in plants is initiated by host
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recognition of pathogen-encoded molecules called elici-
tors [2]. The interaction of pathogen elicitors with host
receptors likely activates a signal transduction cascade
that may involve protein phosphorylation, ion fluxes,
reactive oxygen species (ROS), and other signaling
events [3,4]. Subsequent transcriptional and/or posttran-
slational activation of transcription factors eventually
leads to the induction of plant defense related genes [5].
In addition to eliciting primary defense responses,
pathogen signals may be amplified through the genera-
tion of secondary plant signal molecules such as salicylic
acid [6]. Both primary pathogen elicitors and secondary
endogenous signals may trigger a diverse array of plant
defense related genes, encoding glutathione S-trans-
ferases (GST), peroxidases, cell wall proteins, proteinase
inhibitors, hydrolytic enzymes, pathogenesis-related (PR)
proteins and phytoalexin biosynthetic enzymes [7].

At the macroscopic level, induced defense responses
are frequently manifested in part as a hypersensitive
response (HR), which is characterized by necrotic
lesions resulting from localized host cell death at the
site of infection [8]. Plant cell death occurring during
the HR plays an important role in preventing the growth
and spread of biotrophic pathogen into healthy tissues
[9,10]. In addition to the localized HR, plants may
respond to pathogen infection by activating defense
responses in uninfected parts of the plant, expressing so
called systemic acquired resistance (SAR) that can be
long-lasting and often confers broad-based resistance to
a variety of different pathogens [11,12].

Stripe rust (or yellow rust), caused by Puccinia strii-
formis Westend. f. sp. tritici Eriks. (Pst), is one of the
most important diseases of wheat (Triticum aestivum
L.) worldwide. Severe yield losses can result as a conse-
quence of the rapid development and large-scale spread
of the disease epidemic under optimal environmental
conditions. Furthermore, the ability of Pst to form new
races that can attack previously resistant cultivars, along
with the capacity of fungal spores to travel long dis-
tances, can make control of stripe rust difficult. Over
the last few years, epidemiological [13,14], genetic
[15-18], histological [19] and molecular [20-23] studies
on the disease and pathogen have been reported. The
wheat-Pst interactions have been studied at the molecu-
lar genetics and ultrastructural levels [24,25]. Due to
special features of hexaploid wheat with large and com-
plex genome and difficulties for transformation, and of
Pst without sexual reproduction and hard to culture on
media [26], the use of most genetic and molecular tech-
niques in studying genes involved in the wheat-Pst
interactions has been largely limited. Thus, a global
gene expression approach should be useful for elucidat-
ing the molecular mechanisms of the wheat-Pst
interactions.
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Significant progresses have been made for understand-
ing the signaling processes involved in several plant-
pathogen interactions [27]. A few studies on the wheat-
rust fungus interaction have been carried out using the
Wheat GeneChip® [21,22,28,29]. The use of the Wheat
GeneChip® technique is often conditioned by known
gene sequences arrayed on the chip, with limited ESTs
unspecific to different wheat materials. In contrast,
c¢DNA-amplified fragment length polymorphism (cDNA-
AFLP) does not require prior sequence information and
is universal for any organisms or interactions, and is,
therefore, a powerful tool for identifying novel genes in
non-model organisms [30,31], such as wheat [32]. As
described by Bachem et al., cDNA-AFLP is an efficient,
sensitive, and reproducible technique to detect differen-
tially expressed genes dynamically [33].

In our previous study, we identified 186 genes likely
involved in a compatible interaction between wheat (cv.
Suwon 11) and Pst (pathotype CYR31) using the cDNA-
AFLP technique [34]. A parallel study for an incompati-
ble interaction should allow us to compare genes
involved in the compatible and incompatible interac-
tions, which should provides insights to molecular
mechanisms of the different interactions of the impor-
tant wheat-Pst pathosystem. The objective of this study
was to determine wheat genes that are transcriptionally
regulated in response to Pst infection using the cDNA-
AFLP technique in a whole-genome scale. The quantita-
tive real-time polymerase chain reaction (qRT-PCR)
analysis was also used to validate the expression patterns
of some important genes. Here, we report a number of
transcript derived fragments (TDFs) that were found to
be activated or suppressed during the incompatible
interaction between wheat and Pst. In particular, a large
number of genes encoding signal molecules were identi-
fied as early pathogen responsive genes and potential
defense-related genes. Genes specifically expressed dur-
ing the incompatible interaction were identified through
comparing the transcription profiling in the present
study with that of our previous study on compatible
interaction [34].

Results

Infection process of stripe rust fungus and HR

In the incompatible interaction, at 18 hpi when haustor-
ial mother cells were in contact with mesophyll cells,
HR was observed at the infection sites (Figure 1A). At
24 hpi, the host cells undergoing HR still looked intact
(Figure 1B). With advancing incubation time, an increas-
ing number of host cells took up HR and started to lose
their original shape. Necrotic host cells could be
observed at almost every infection site by 72 hpi, (Figure
1C). Up to 120 hpi, large number of host cell deceased
and fungal spread were inhibited at infection sites
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Figure 1 Histology in wheat cv. ‘Suwon 11’ after inoculation with P. striiformis f. sp. tritici pathotype CY23 (incompatible interaction).
(A) hypersensitive cell death (HR) was only observed in the mesophyll cells in contact with the haustorial mother cell at few infection sites, 18
hpi. (B) HR could be observed in most of infection sites, 24 hpi. (C) Second hyphae were formed and mesophll cells which around intercellular
hyphae showed cell death, 72 hpi. (D) Host cell death and fungal spread inhibit at infection sites, 120 hpi. Bars = 50 um, SV, substomatal vesicle;
IH, infection hypha; HMC, haustorial mother cell; SH, secondary hyphae; NC, necrotic cell.

(Figure 1D). However, in the compatible interaction,
there was no indication of cell death at infection sites
(data not shown). The results showed that these samples
were suitable for further experiments and analyses.
Isolation of differentially expressed genes

Transcript derived fragments displayed by cDNA-AFLP
analysis ranged in size from 50 to 750 bp, depending on
primer combinations and time points. For each of the
64 primer combinations, 55~83 bands were observed.
Figure 2 showed an example of the expression patterns
of the genes revealed using cDNA-AFLP with the pri-
mer pair MTT+TAC. A total of 52,992 fragments were
obtained with 64 primer pairs. The cDNA-AFLP frag-
ments were highly reproducible as the band intensities
were similar from the three biological replications for
each time-point. Altered expression patterns after inocu-
lation were detected for 2,437 TDFs compared to the

near 0 hpi mock-inoculation control and among the dif-
ferent time points, accounting for 4.6% of displayed
fragments. Of the 2,437 TDFs, 1,787 were up-regulated
and 650 down-regulated. A total of 300 TDFs were
selected based on their intensity differences at various
time points for attempted further analysis, of which 255
were recovered from gels, re-amplified, cloned and
sequenced.

Gene sequence analysis

The 255 TDFs produced reliable (>100 bp) sequences.
To verify the sequences for the respective bands in the
cDNA-AFLP analysis, at least three clones were
sequence for each re-amplified TDF and they produced
an identical sequence. The sequence of each TDF was
identified by similarity search using the BLASTX pro-
gram against the GenBank non-redundant public
sequence database. The TDF sequences were classified
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Figure 2 Expression of wheat (cv. Suwon 11) genes in leaves
inoculated with Puccinia striiformis f. sp. tritici (pathotype
CY23) transcripts displayed by cDNA-AFLP. An example showing
selective amplification with primers MTT+TAC. Lanes 1~11 are: 6, 12,
18, 24, 36, 48, 72, 96, 120, 144 and 168 hpi, respectively; lane 12: 0 h
(control plants of mock inoculation with sterile water near 0 hpi; M
= molecular weight marker.

into functional categories based on their homology to
known proteins according to Bevan’s method [35]. No
function could be assigned to 142 (55.7%) of the TDFs
as they showed no or low sequence similarities in the
database search. A group of 45 sequences (17.6%) were
identified to be involved in metabolism and photosynth-
esis. Eighteen (7.1%) sequences shared high similarities
to genes with functions in disease defense, and 17
(6.7%) sequences were found to be involved in signal
transduction. The remaining 33 (12.9%) sequences were
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classified into groups of genes involved in transcription/
transport process, protein metabolism and cell structure
(Figure 3). The number of TDFs that were up- or
down-regulated in each function category is summarized
in Table 1. All of the 255 unigenes were submitted to
the NCBI database with accession numbers assigned
(see Additional File 1).

The BLASTN searching of the P. graminis f. sp. tritici
genome database for the 255 TDFs indicated that 19
(7.4%) of the sequenced TDFs were likely from Pst and
129 (50.6%) were likely from wheat, and remaining 107
(42%) were unclear about their origin because they had
no hit. Of the 19 TDFs, putatively encoding ATP
synthase, glycine dehydrogenase, fructose-1,6-bispho-
sphatase, ATP-dependent RNA helicase, T-complex pro-
tein, enolase and conserved hypothetical proteins, 11
had significant homologies (e < 1 x 10-20) to P. grami-
nis f. sp. tritici genes. However, all of the 19 TDFs were
finally determined to be from wheat through PCR
amplification of the genomic DNA of the Suwon 11
wheat and CYR23 Pst pathotype, as 17 fragments were
amplified only from the wheat, and 2 from both wheat
and stripe rust pathogen but the wheat sequences were
identical to those of the TDFs.

The comparative analysis between the incompatible
and compatible interactions by the TBLASTN searching
showed that 161 of the 255 TDFs identified in the
incompatible interaction were also induced in the com-
patible interaction [34], indicating that the 161 TDFs
are involved in the basal defense. The remaining 94
TDFs were considered to be expressed more specifically
in the incompatible interaction (see Additional File 1),
43 of 94 TDFs were further analyzed by qRT-PCR.
Validation of expression patterns by qRT- PCR analysis
To validate the results of the cDNA-AFLP and com-
parative analyses, twenty TDFs were studied for verify-
ing the expression patterns identified in the cDNA-
AFLP study using 7 time-points (0, 12, 18, 24, 48, 72
and 120 hpi) (Figure 4, Figure 5), forty three TDFs were
analyzed mainly for comparing their expressions in the
incompatible and compatible interactions, and therefore,
only 4 time-points (0, 12, 24 and 48 hpi) were chosen
based on their major differences in the cDNA-AFLP
study (Table 2). The results showed that 27 of 43 TDFs
were induced in both incompatible and compatible
interactions. Although in similar expression patterns,
the 27 genes expressed earlier and at higher levels in the
incompatible interaction than in the compatible interac-
tion, of which 8 TDFs had expression levels great than
10 folds of the mock inoculated controls (Table 2, Fig-
ure 4, Figure 5). The transcriptional products of 5 TDFs
were decreased slightly in both interactions, compared
with those in the controls (Table 2). The remaining 11
TDES were up-regulated in the incompatible interaction,
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Disease/defence
Signal transduction
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Cell structure
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Protein destination & storage
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Figure 3 Classification of differentially accumulated transcript derived fragments (TDFs) after inoculation with Puccinia striiformis f. sp.
tritici. A total of 255 TDFs were classified based on the BLASTX homology search.

15 20 25 30 35 40 45

but did not have significant changes or were down-regu-
lated in the compatible interaction (Table 2).

The 20 genes selected to verify the cDNA-AFLP
results included 8 genes (S11_CY23_contig46,
S11_CY23_contig8, S11_CY23_contig69, S11_CY23_con-
tigl12, S11_CY23_contigl03, S11_CY23_contig32,
S11_CY23_contig80 and S11_CY23_360-3) putatively
involved in disease defense, 6 genes (S11_CY23_con-
tig6o, S11_CY23_351-6, S11_CY23_contig90,
S11_CY23_274-5, S11_CY23_299-3, and S11_CY23_469-

1) putatively involved in signal transduction, 2 gene
(S11_CY23_376-4, S11_CY23_39-1) in the “no-hit”
group, and 4 genes (S11_CY23_20-1-1b, S11_CY23_130-
5, S11_CY23_contig77, and S11_CY23_contig81) in
other categories. All of the genes were up-regulated and
their transcripts increased as early as 12 hpi, except for
TDFs S11_CY23_contig46 and S11_CY23_130-5, whose
expression did not increased until 24 hpi and for
S11_CY23_469-1 until 48 hpi. The accumulation of
transcripts of eight genes (S11_CY23_contig8,

Table 1 The numbers of transcript derived fragments (TDFs) in some of the biological function categories showing up-
or down- regulated expression pattern in wheat (cv. Suwon 11) leaves inoculated with Puccinia striiformis f. sp. tritici

(pathotype CYR23)

Expression pattern (% in category)

Function group Number Percentage (%) Up (%) Down (%)
1. Sequenced 255 10.5 187 (73.3) 68 (26.7)
Metabolism 1 43 8 (72.7) 3(273)
Energy 34 133 26 (76.5) 8 (23.5)
Cell growth/division 3 1.2 2 (66.7) 1(333)
Transcription 12 4.7 11 91.7) 1(83)

Protein synthesis 3 1.2 3 0

Protein destination and 6 24 3 (50.0) 3 (50.0)
storage

Transporters 6 24 5(83.3) 1(16.7)

Intracellular traffic 1 04 1 0

Cell structure 2 0.8 2 0

Signal transduction 17 6.7 14 (824) 3(17.6)

Disease/defense 18 7.1 15 (83.3) 3 (16.7)

Unclassified 107 420 72 (67.3) 35 (327)

Unclear classification 35 13.7 25 (71.4) 10 (28.6)
2. Unsequenced 2,182 89.5 1,600 (73.3) 582 (26.7)
Total 2437 100.0 1,787 (73.3) 650 (26.7)
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Figure 4 Quantitative real-time PCR (qRT-PCR) analyses of 12 selected genes. Leaf tissues were sampled for both inoculated and mock-
inoculated plants at 12, 18, 24, 48, 72 and 120 hpi, as well as mock-inoculated near 0 hpi. Three independent biological replications were
performed. Relative gene quantification was calculated by comparative AACT method. All data were normalized to the 18S rRNA expression level.
The mean expression value was calculated for every transcript derived fragment (TDF) with three replications.
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S11_CY23_39-1, S11_CY23_376-4, S11_CY23_contigl03,
S11_CY23_contig32, S11_CY23_351-6, S11_CY23_274-5,
and S11_CY23_ 299-3) peaked at 12 hpi with Pst, and
the others peaked at 24 hpi, except that the maximum
induction of S11_CY23_469-1 and S11_CY23_130-5
transcripts occurred at 48 hpi and then steadily
decreased to the original levels. TDF S11_CY23_con-
tig77 was activated as early as 12 hpi, and followed by a
slight decrease, this gene reached their maximum accu-
mulation of transcripts at 120 hpi. For all of the 20
genes, the expression patterns of the qRT-PCR were

similar to those observed in the cDNA-AFLP tests. The
results showed that the cDNA-AFLP technique was
more efficient in identified expressed genes and also
indicated that all of the studied genes were induced by
the Pst infection

Discussion

Transcriptomics is a powerful approach for the global
analysis of plant-pathogen interactions. Using the
cDNA-AFLP technique, we observed widespread modu-
lation of transcriptional activity, with 4.6% of all
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The mean expression value was calculated for every transcript derived fragment (TDF) with three replications.

20 S11_CY23_469-1

Relative expression g

0 12 18 24 48 72 120
Hours post inoculation (hpi)

-
o
o

S11_CY23_Contig 32

Relative expression 5
[=2]
o

0 12 18 24 48 72 120
Hours post inoculation (hpi)

©

S11_CY23_39-1

(o]

n

Relative expression
»

o

0 12 18 24 48 72 120
Hours post inoculation (hpi)

<

S11_CY23_contig8

Relative expression
o = N w H~ O

0 12 18 24 48 72 120
Hours post inoculation (hpi)

transcripts showing some form of differential expression.
The gene expression patterns revealed by the cDNA-
AFLP and qRT-PCR analyses were largely consistent
with the physiological and biochemistry changes corre-
sponding to the Pst infection events in the wheat leaf
tissue.

About 73% (187) of the 255 differentially expressed
genes in wheat were up-regulated during the infection
process. Most of these genes peaked at 12~24 hpi, pos-
sibly reflecting the exploitation of cellular resources
and/or the activation of defense responses [36,31]. The
up-regulated genes were similar to that of a recent

study reported by Coram et al. [22]. They reported
that 64 genes specifically involved in the incompatible
reaction between the Y75 single gene line with a US
Pst pathotype, PST-78, and these genes were up-regu-
lated and peaked at 12-24 hpi. In these study, we iden-
tified 94 genes preferably induced in the incompatible
interaction, also around 12-24 hpi. The most of the
genes identified in both studies were characterized in
the same functional categories. In contrast, Coram et
al. identified only one gene down-regulated in the
incompatible interaction [22]. Comparatively, 68 TDFs
of 255 differentially expressed genes showed down-
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regulation in the present study. Such difference might
be due to the fact that the probes of Affymetrix Gene-
Chip were designed based on known wheat genes.
Meantime, the transcriptional profiling obtained by
cDNA-AFLP technique largely covered overall wheat
transcriptome. Moreover, different genotypes of wheat
or Pst pathotype, as well as different temperatures
used in the tests, might also contribute to the differ-
ence. Given that genetic manipulation for Pst is una-
vailable, along with unstable wheat transformation
system, the putative functions of a large number of
genes identified in this study have only been predicted
by bioinformatical approaches combined with altered
expression patterns. Of the 255 sequenced TDFs, 113
had relatively clear functions in various categories
when searching the non-redundant protein database.
Thus, these genes can be valuable resources for
understanding molecular changes in the incompatible
interaction.

A fascinating discovery in this study is the quench-
ing of divergent expression of Pst-regulated genes in
both incompatible and compatible interactions in the
middle stages of Pst infection. Similar to the results of
our previous study [34], the expression of nearly all
wheat genes that were differentially regulated at the
early time frame returned to the levels of the mock-
inoculted plants by 48 hpi. The low level of expres-
sion remained up to 120 hpi. The lack of differential
gene expression at the period from 72 to 120 hpi
could be because Pst might initiatively inhibit the
early host responses in both incompatible and compa-
tible interactions. Haustorium-forming fungi and
oomycetes secrete many proteins from the haustoria
into the extrahaustorial matrix during the parasitic
stage of host infection, subsequently, a subset of pro-
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new differentiation in gene expression during late
infection (72 to 168 hpi) [40].

The development of Pst on resistant and susceptible
wheat cv. Suwon 11 was found to be similar in uredinios-
pore germination, appressorium formation, and penetra-
tion (foundation of substomatal vesicle, infection hypha,
haustorial mother cell, and haustorium initial). However,
after penetration (24 hpi), distinct differences in fungal
spread between the compatible and incompatible interac-
tion could be observed. In the compatible interaction,
hyphae of CYR31 rapidly colonized host tissues intercellu-
larly and numerous haustoria in the adjacent host cells
were formed. In the incompatible interaction, the host
cells showed hypersensitive cell death and the density of
the intercellular hyphae and the number of haustoria were
greatly reduced compared to the compatible interaction
[24]. These results suggested that resistance to stripe rust
in wheat cv. Suwonl11 is executed after penetration has
occurred. Yet, for host response to Pst, H,O, accumula-
tion was detected in host guard cells as early as 6-8 hpi
[19], therefore, the perception of the Pst fungus by wheat
and the ability of the pathogen to avoid or overcome the
host’s defense imply a complex, dynamic network of com-
munication, a series of signal events should be operated
before the resistance gene is expressed. Relative specifically
expression of the 94 genes in the incompatible interaction
and their diverse putative functions in various metabo-
lisms support the hypothesis. However, how and when the
signal is perceived by the host and transduced is still
poorly understood. In this study, we focused on genes that
accumulated preferentially in the incompatible reaction
before 48 hpi. Dissection of these genes and their involved
biochemical pathways in the future studies might provide
answers to the questions.

Because the regulation of gene expression is a
dynamic process, the expression profiling was presented
over a time course by cDNA-AFLP, which allowed us to
study the dynamic behavior of gene expression and
characterize their changes over time. The induction and
signal transduction of defense responses specific to the
interaction require up- or down- regulation of many
genes. We were primarily interested in genes whose
expression might be used to distinguish incompatible
from compatible interactions in wheat. A different ana-
lysis was conducted to achieve the goal by comparing
gene expressions in Suwon 11 challenged with CYR23
(avirulent) or CYR31 (virulent). The comparison analysis
of 255 TDFs in the incompatible interaction with those
in the compatible interaction as previously described
[34] showed that of the 255 transcripts induced during
the incompatible interaction, 161 TDFs (63%) were also
induced during the compatible interaction, and thus
were classified as basal defense-related. 94 TDFs were
expressed preferably in the incompatible interaction.

Page 10 of 15

The large proportion of TDFs were shared in both inter-
actions, these results were similar to the reports of
Coram et al. [22] with the same pathosystem. Coram et
al. [22] reported 51 genes commonly induced in both
incompatible and compatible interactions between
wheat and Pst. Tao et al. [41] also found that plant
responses in compatible and incompatible interactions
are qualitatively similar but quantitatively different soon
after infection. Another study of the barley response to
powdery mildew controlled by the Mla6, Mlal3 and
Mlal single resistance genes also provided evidence for
a shared response between compatible and incompatible
interactions up to the point of pathogen penetration
[42].

Of our special interest is that 11 of 94 TDFs were up-
regulated in the incompatible interaction, but did not
change or were repressed in compatible interaction
through the qRT-PCR validation. Of the 11 TDFs, 6
(S11_CY23_193-4, S11_CY23_128-2, S11_CY23_181-5,
S$11_CY23_Contig73, S11_CY23_Contigl05 and
S11_CY23_12-1-3) have unknown functions and 5
(S11_CY23_397p-3, S11_CY23_469-1, S11_CY23_351-6,
S11_CY23_Contig99 and S11_CY23_148-5) encode Leu-
cine Rich Repeat family protein, CBL-interacting protein
kinase, Serine/threonine Kinase, ethylene-responsive
RNA helicase and protein phosphatase type 2C, respec-
tively. Protein phosphatase type 2C is a negative regula-
tor of ABA responses. Gosti et al. [43] reported that
suppressor mutants were more sensitive to applied ABA
than the wild type and displayed increases in seed dor-
mancy, whole-plant drought tolerance, and drought rhi-
zogenesis intensity. However, ABA is required for plant
defense. Adie et al. [44] measured ABA hormone levels
in wild-type and JA/ET/SA/ABA-related mutants after
Pythium irregulare infection to determine whether ABA
is required for overall plant resistance. They found that
ABA mutants showed an increased susceptibility to P.
irregulare compared with the wild-type background,
indicating that ABA is a positive signal involved in the
activation of effective defenses against this pathogen.
However, several reports showed that ABA increases
susceptibility by counteracting SA-dependent defenses,
and ABA-dependent priming of callose biosynthesis pro-
motes enhanced resistance to some pathogens [45].
These results supported that ABA should have a nega-
tive effect on resistance. Our results also indicated that
ABA should be expected to play a negative role in
response to Pst. DEAD-box RNA helicases had been
reported to play an important role during development
and stress responses in various organisms [46-48]. Rice
OsBIRH1 encoding DEAD box RNA helicase was shown
to function in defense responses against pathogen and
oxidative stresses [46]. STRS1 (Stress response suppres-
sor 1) and STRS2 encoding DEAD box RNA helicases
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were shown to function as negative regulators of ABA-
dependent and ABA-independent signaling networks
[48]. Zegzouti [49] isolated an Ethylene-responsive 68
(ER68, corresponding to Arabidopsis thaliana RNA heli-
case 20), their results indicated the potential for ER68
RNA helicase activity to be involved with ethylene-regu-
lated gene expression at either the transcriptional or
post-transcriptional level. Similar to their results,
S11_CY23_contig99 encoding ethylene-responsive RNA
helicase, was only induced in incompatible interaction,
which should attribute to resistance to Pst, however, the
precise role played by S11_CY23_contig99 still needs to
be further elucidated.

Caffeoyl-CoA O-methyltransferases (CCoAOMTs) is
an important enzyme that participates in lignin bio-
synthesis especially in the formation of cell wall ferulic
esters of plants. CCoOAOMT was proposed to play a
pivotal role in cell wall reinforcement during the
induced disease resistance response. Lignin is often
deposited at the sites of wounding or pathogen invasion,
which may provide a physical barrier for protection of
adjacent tissues from further damage. In the previous
study [24], immunogold localization of lignin revealed a
markedly higher labeling density in host cell walls of the
infected wheat leaves of the resistant cultivar than in
cell walls of the infected wheat leaves of the susceptible
cultivar. In this study, S11_CY23_360-3 encoding
CCoAOMT, induced at 24 hpi, and peaked at 48 hpi in
the incompatible interaction, the transcripts accumula-
tions occurred after the resistance gene was triggered,
which indicated that lignification appears to be also an
active resistance mechanism in the wheat-Pst
panthosystem.

Suwon 11 showed HR to CY23 infection. Plant cells
involved in the HR generate an oxidative burst by pro-
ducing reactive oxygen species (ROS), superoxide
anions, hydrogen peroxide, hydroxyl radicals, and
nitrous oxide [50]. Peroxidases were thought to play an
important role in ROS production [51,52]. In the pre-
sent study, two genes (S11_CY23_contig32 and
S11_CY23_ contig46) were predicted to encode peroxi-
dase and peroxisomal membrane protein, respectively.
Their transcripts peaked as early as 12 and 24 hpi,
respectively. Our gene expression data were coincident
with the previous report of a rapid increase of O, and
H,O, at infection sites and a strong accumulation of
H,O, in mesophyll cells from 12~24 hpi using histo-
chemical staining in the Suwon 11 leaves inoculated by
CYR23 [19]. In contrast, O,  and H,O, could not be
detected in most of the infection sites in the compatible
interaction between Suwon 11 and CYR31. In the pre-
sent study, we found that the expression of these two
genes were much less in the compatible interaction than
in the incompatible interaction.
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Several studies have provided evidence supporting that
the PR-5 protein plays an active role in resistance
mechanisms in cereals [53-56]. Transcripts of four PR
protein genes were analyzed during Fusarium grami-
nearum infection, with PR-5 transcript accumulated as
early as 6 to 12 hpi and peaked at 48 hpi [56]. We also
found S11_CY23_112 homologous to a wheat PR-5-like
protein gene. S11_CY23_112 transcript accumulated
strongly at 24-48 hpi. A stronger induction of this gene
could be observed in the incompatible interaction than
the compatible interaction, suggesting a general role of
this protein in wheat resistance to stripe rust. Similarly,
gene S11_CY23_274-5 from wheat was deduced to
encode a receptor related to antifungal PR proteins. The
predicted protein contained an extracellular domain
related to the PR 5 protein, a central transmembrane
spanning domain, and an intracellular protein serine/
threonine kinase. Wang et al. isolated a PR5K gene
from Arabidopsis thaliana and found that PR5K tran-
script accumulated at low levels in all tissues examined
[57]. They suggested a possible interaction of PR5K with
common or related microbial targets. Nevertheless, the
interrelation of PR5K and PR5 protein during the inter-
action between wheat and Pst need further studies.

Protein kinase is known to play a central role in sig-
naling during pathogen recognition and the subsequent
activation of plant defense mechanisms [58]. We identi-
fied six TDFs encoding different protein kinases.
S11_CY23_contig90 was highly homologous to the Ara-
bidopsis MKP1 gene, which was showed to be induced
at the transcriptional level during the interaction of
wheat-Pst. The Arabidopsis genome contains 20 genes
encoding mitogen-activated protein kinases (MAPKs),
which interact with MKP1 [59]. Using expression profil-
ing, a specific group of genes that probably represent
targets of MKP1 regulation was also identified [59]. Sur-
prisingly, the identity of these genes and interacting
MAPKs suggested involvement of MKP1 in salt stress
responses. Indeed, mkpl plants have increased resistance
to salinity [60]. Accordingly, the gene S11_CY23_con-
tigd0 may play a role in the integration and fine-tuning
of plant responses to stripe rust pathogen challenging.

This study uncovered a number of new candidate
genes possibly involved in the interactions of wheat and
Pst. More than 42% of the sequenced TDFs had no
homologous sequences in the EST databases. De Torres
et al. [61] reported that the plant response to pathogen
challenge evoked a large number of transcriptomic com-
ponents not yet present in EST libraries. Over 60% of
the differentially regulated transcripts in their cDNA-
AFLP were absent from standard 8,200 feature Affyme-
trix Gene Chips [61]. Therefore, cDNA-AFLP analysis is
a suitable tool for discovering new potential genes that
are differentially expressed during the wheat-Pst
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interactions. Because most of the molecular mechanisms
involved in the pathosystem interactions are yet to be
determined, the large number of TDFs identified in this
study will serve as candidates for further studies to
determine their functions and dissect the molecular net-
works involved in the plant-pathogen interactions.

Conclusion

In this study, we have obtained a broad overview of
the behaviour of the wheat transcriptomes to the stripe
rust fungus and this has provided many interesting
clues to the interaction of the wheat and Pst. We have
also seen the differences between the incompatible
(resistant) and compatible (susceptible) interaction.
With regard to many genes, we observed patterns of
transcript accumulation that reflect those observed by
other groups in their studies. However, as a conse-
quence of this study, we have also made observations
that give additional insight in the complexities of the
interactions that occur in both interactions, and
uncovered a number of new candidate genes possibly
involved in the interactions of wheat and Pst. Espe-
cially, 11 TDFs expressed specifically in the incompati-
ble interaction were observed, and these genes should
play important roles in the interaction of wheat and
Pst. However, how and when they function in the
infection process, need to be further studied.

Methods

Plant materials and inoculation

Wheat genotype Suwon 11 and Pst pathotype CYR23
were used for the cDNA-AFLP analysis of an incompati-
ble interaction. For the qRT-PCR analysis of candidate
genes, pathotype CYR31 was used with Suwon 11 to
form a compatible interaction as in the previous study
[34]. Suwon 11 contains YrSu that provides seedling
resistance against stripe rust, [62,63] showing a typical
HR when being challenged by CYR23. Plants were
grown, inoculated and maintained following the proce-
dures and conditions described by Kang & Li [64]. Con-
trol plants corresponding to each time point were
brushed with sterile water, referred to as mock inocula-
tion. Samples of the mock inoculated leaves taken just
after water-inoculation (near 0 hpi) were treated as the
initial control and those from mock-inoculated leaves at
each time point served as the control for that time
point. Leaf tissues were harvested at 6, 12, 18, 24, 36,
48, 72, 96, 120, 144 and 168 h post-inoculation (hpi)
and quickly frozen in liquid nitrogen and stored at -80°
C prior to total RNA extraction. The time points were
selected based on the microscopic study of the incompa-
tible interaction between Suwon 11 and pathotype
CYR23 or CYR31 [19]. Plants were rated for symptom
development 15 days after inoculation. Three biological
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replications were performed independently for each
time point.

Histological observation of stripe rust fungus

To ensure the suitability of leaf samples for incompati-
ble and compatible interactions, detection of stripe rust
fungus infection process in different interactions was
carried out using the Calcofluor White (Sigma Co.,
USA.) staining method as described by Kang et al. [65].

For microscopy, staining hyphae and autofluorescence
of attacked mesophyll cells was observed using a fluor-
escence microscopy (excitation filter 485 nm, dichromic
mirror 510 nm, barrier filter 520 nm). All microscopical
examinations were done with an Olympus BX-51 micro-
scope (Olympus Corporation, Japan). At least 50 pene-
tration sites on each of four leaf specimens per
treatment were scored.
cDNA-AFLP analysis and TDFs isolation
Total RNA was isolated from about 200 mg of the fro-
zen wheat leaves using the Trizol™reagent (Invitrogen,
Carlsbad, CA, USA) according to the manufacture’s pro-
tocol. Twenty micrograms of total RNA was used initi-
ally for the first strand synthesis, followed by the second
strand synthesis using the SMART™ PCR ¢cDNA Synth-
esis Kit (Clontech, Mountain View, CA, USA) following
the manufacturer’s instruction. About 100 ng of double-
stranded cDNA was subjected to standard AFLP tem-
plate production. cDNA-AFLP analysis was performed
with 64 primer combinations (see Additional File 2)
using the IRDye® Fluorescent 800 AFLP expression ana-
lysis kit (LI-COR) and TDFs were isolated with proto-
cols as previously described [34].

Sequence analysis

In order to efficiently analyze the large-scale EST data, a
local stand-alone EST analysis platform was set up with
the Linux operation system described by Wang et al.
[34]. In addition, the wheat stem rust pathogen (P. gra-
minis f. sp. tritici) whole genome database http://www.
broad.mit.edu/annotation/genome/puccinia_graminis
was used for the BLASTN searching to determine possi-
ble Pst genes.

In order to compare TDFs between the incompatible
and compatible reactions, all 186 uniseqs from the pre-
vious compatible interaction [34] were formatted to
form one local compatible database using the command
of “formatdb” in the BLAST system. Then we did the
TBLASTN seaching against local compatible database
for all 255 uniseqs identified in the present study from
the incompatible interaction as query sequences using
an E-value of 1e-20 as the high stringent cut-off point.
Origin confirmation for genes homologous to the stem
rust pathogen
Genomic DNA was extracted from the urediniospores of
CYR23 and leaves of Suwon 11 according to the proto-
col described by Wang et al. [66]. Specific primers for
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possible Pst genes were designed using the software of
Primer Premier 5.0. Standard PCR amplification was
performed separately with genomic DNA from the ure-
diniospores and wheat leaves as templates. The PCR
products were run on an agarose gel along with a mole-
cular size marker (DL2000, TaKaRa Biotechnology Co.,
Ltd), followed by sequencing analyses of all amplified
bands.

gRT-PCR and data analyses

Leaf tissues challenged by CYR23 or CYR31 were
sampled at 12, 18, 24, 48, 72 and 120 hpi, as well as
samplings of the control plants mock-inoculated with
sterile water at each of the corresponding time points,
and near 0 hpi for the mock-inoculated plants. Three
independent biological replications were performed for
both inoculated and control plants. Primer design,
reverse transcription, and qRT-PCR reaction were con-
ducted as described in our previous study [34]. To stan-
dardize the data, the amount of target gene transcript
was normalized over the constitutive abundance of
wheat 18S rRNA (GenBank accession no. AY049040).
All reactions were performed in triplicate, including
three non-template as the negative controls. Quantifica-
tion of gene expression was performed using a 7500
Real-Time PCR System (Applied Biosystems, Forst City,
CA). Dissociation curves were generated for each reac-
tion to ensure specific amplification. Threshold values
(CT) generated from the ABI PRISM 7500 Software
Tool (Applied Biosystems, Foster City, CA, USA) were
employed to quantify relative gene expression using the
comparative 2728CT method [67].

Additional file 1: Two hundred fifty-five sequenced transcript
derived fragments (TDFs) from Puccinia striiformis f. sp. tritici
(pathotype CY23) infected wheat (cv. Suwon 11) leaves with altered
expression patterns detected in the incompatible interaction using
cDNA-AFLP and their closest matches in the GenBank database.
containing Function group and TDF, Accession No,, Size, Closest to
database match, E-value, Expression and Primer pair. The number of TDFs
in each category and the total number of TDFs are indicated in the
parentheses and separated by “/"The TDFs marked with "*" were only
found in the incompatible interaction when compared with the TDFs of
the compatible interaction of the same wheat genotype, Suwon 11, with
Pst pathotype CYR31 (See Reference No. [34]) using the BLASTN analysis;
and those without “*" were common in the incompatible and
compatible interactions.

Click here for file

[ http//www.biomedcentral.com/content/supplementary/1471-2229-10-9-
$1.00C]

Additional file 2: Selective primers used in cDNA-AFLP. displaying
primers used for cDNA-AFLP.

Click here for file

[ http://www.biomedcentral.com/content/supplementary/1471-2229-10-9-
$2.00C]

Acknowledgements
This study was supported by grants from the National 863 Research
Program (2006AA10A104), the earmarked fund for Modern Agro-industry

Page 13 of 15

Technology Research System, Nature Science Foundation of China (No.
30671350), the Program for Changjiang Scholars and Innovative Research
Team in Universities, Ministry of Education of China (N0.200558) and the 111
Project from the Ministry of Education of China (B07049).

Author details

'College of Plant Protection and Shaanxi Key Laboratory of Molecular
Biology for Agriculture, Northwest AF University, Yangling, Shaanxi, 712100,
PR China. 2USDA-ARS and Department of Plant Pathology, Washington State
University, Pullman, WA 99164-6430, USA.

Authors’ contributions

XJW: designed experiments, analyzed data and wrote manuscript. WL:
conducted gRT-PCR and collected and analyzed data. CLT: analyzed data
and prepared manuscript. YLD: provided assistance in various experiments.
JBM: conducted bioinformatical analysis. XLH and GRW: prepared samples
and collected data. LLH: coordinated the experiments and data analyses.
XMC: provided advices for experiments and revised manuscript. ZSK:
conceived the project, designed the experiments and wrote manuscript. All
authors read and approved the final manuscript.

Received: 28 August 2009
Accepted: 12 January 2010 Published: 12 January 2010

References

1. Yang YN, Shah J, Klessig DF: Signal perception and transduction in plant
defense responses. Genes & Development 1997, 11:1621-1639.

2. Ebel J, Cosio EG: Elicitors of plant defense responses. International review
of cytology 1994, 148:1-36.

3. Dixon RA, Harrison MJ, Lamb CJ: Early events in the activation of plant
defense responses. Annual Review of Phytopathology 1994, 32:479-501.

4. Jeffery LD, Jones JD: Plant pathogens and integrated defense responses
to infection. Nature 2001, 411:826-833.

5. Zhu Q, Droge-Laser W, Dixon RA, Lamb C: Transcriptional activation of
plant defense genes. Current Opinion in Genetics & Development 1996,
6:624-630.

6. Durner J, Shah J, Klessig DF: Salicylic acid and disease resistance in plants.
Trends in Plant Science 1997, 2:266-274.

7. Hammond-Kosack KE, Jones JD: Resistance gene-dependent plant
defense responses. Plant Cell 1996, 8:1773-1791.

8. Goodman RN, Novacky AJ: The hypersensitive reaction in plants to
pathogens. A resistance phenomenon. American Phytopathological
Society Press, St. Paul MN 1994.

9. Dangl JL, Dietrich RA, Richberg MH: Death don‘t have no mercy: Cell
death programs in plant-microbe interactions. Plant Cell 1996, 8:793-1807.

10. Greenberg JT: Programmed cell death: A way of life for plants. Proc Natl
Acad Sci USA 1996, 93:12094-12097.

11. Ryals JA, Neuenschwander UH, Willits MG, Molina A, Steiner HY, Hunt MD:
Systemic acquired resistance. Plant Cell 1996, 8:1809-1819.

12. Delaney TP: Genetic dissection of acquired resistance to disease. Plant
Physiology 1997, 113:5-12.

13. Wan AM, Chen XM, He ZH: Wheat stripe rust in China. Australian Journal
of Agricultural Research 2007, 58:605-619.

14. Zeng SM, Luo Y: Systems analysis of wheat stripe rust epidemics in
China. European Journal of Plant Pathology 2008, 121:425-438.

15. Zheng WM, Liu F, Kang ZS, Chen SY, Li ZQ, Wu LR: AFLP analysis of
predominant races of Puccinia striiformis in china. Progress in Natural
Science 2000, 10:532-537.

16. Xu SC, Zhang JY, Zhao WS, Wu LR, Zhang JX, Yuan ZD: Genetic analysis of
major and minor gene(s) resistant to stripe rust in important resource
wheat line Jinghe891-1. Agricultural Sciences in China 2002, 1:364-369.

17.Yin XG, Shang XW, Pang BS, Song JR, Cao SQ, Li JC, Zhang XY: Molecular
mapping of two novel stripe rust resistant genes YrTp1 and YrTp2 in A-3
derived from Triticum aestivum x Thinopyrum ponticum. Agricultural
Sciences in China 2006, 5:483-490.

18. Liu FH, Niu YC, Deng H, Tan GJ: Mapping of a major stripe rust resistance
gene in Chinese native wheat variety chike using Microsatellite Markers.
Journal of Genetics and Genomics 2007, 34:1123-1130.

19. Wang CF, Huang LL, Buchenauer H, Han QM, Zhang HC, Kang ZS:
Histochemical studies on the accumulation of reactive oxygen species
(O,7and H,0,) in the incompatible and compatible interaction of wheat-



Wang et al. BMC Plant Biology 2010, 10:9
http://www.biomedcentral.com/1471-2229/10/9

20.

21,

22.

23.

24.

25.

26.

27.

28.

29.

30.

31

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

Puccinia striiformis f. sp. tritici. Physiological and Molecular Plant Pathology
2007, 71:230-239.

Ling P, Wang MN, Chen XM, Kimberly GC: Construction and
characterization of a full-length cDNA library for the wheat stripe rust
pathogen (Puccinia striiformis f. sp. tritici). BVC Genomics 2007, 8:145.
Coram TE, Matthew L, Settles , Chen XM: Transcriptome analysis of high-
temperature adult-plant resistance conditioned by Yr39 during the
wheat-Puccinia striiformis f. sp. tritici interaction. Molecular Plant Pathology
2008, 9:479-493.

Coram TE, Wang MN, Chen XM: Transcriptome analysis of the wheat-
Puccinia striiformis f. sp. tritici interaction. Molecular Plant Pathology 2008,
9:157-169.

Zhang YH, Qu ZP, Zheng WM, Liu B, Wang XJ, Xue XD, Xu LS, Huang LL,
Han QM, Zhao J, Kang ZS: Stage-specific gene expression during
urediniospore germination in Puccinia striiformis f. sp tritici. BMC
Genomics 2008, 9:203.

Kang ZS, Huang L, Buchenauer H: Ultrastructural changes and localization
of lignin and callose in compatible and incompatible interactions
between wheat and Puccinia striiformis. Journal Plant Disease Protection
2002, 109:25-37.

Kang ZS, Wang Y, Huang LL, Wei GR, Zhao J: Histology and ultrastructure
of incompatible combination between Puccinia striiformis and wheat
with low reaction type resistance. Agricultural Sciences in China 2003,
2:1102-1113.

Fasters MK, Daniels U, Moerschbacher BM: A simple and reliable method
for growing the wheat stem rust fungus, Puccinia graminis f. sp. tritici, in
liquid culture. Physiological and Molecular Plant Pathology 1993, 42:259-265.
Blumwald E, Aharon GS, Lam BC: Early signal transduction pathways in
plant-pathogen interactions. Trends in Plant Science 1998, 3:342-346.
Coram TE, Settles ML, Chen XM: Large-scale analysis of antisense
transcription in wheat using the Affymetrix GeneChip wheat genome
array. BMC Genomics 2009, 10:253.

Hulbert SH, Bai J, Fellers JP, Pacheco MP, Bowden RL: Gene expression
patterns in near isogenic lines for wheat rust resistance gene Lr34/Yr18.
Phytopathology 2007, 97:1083-1093.

Durrant WE, Rowland O, Piedras P, Hammond-Kosack KE, Jones JD: cDNA-
AFLP reveals a striking overlap in race-specific resistance and wound
response gene expression profiles. Plant Cell 2000, 12:963-977.

Polesani M, Desario F, Ferrarini A, Zamboni A, Pezzotti M, Kortekamp A,
Polverari A: cDNA-AFLP analysis of plant and pathogen genes expressed
in grapevine infected with Plasmopara viticola. BMIC Genomics 2008,
9:142.

Zhang L, Meakin H, Dickinson M: Isolation of genes expressed during
compatible interactions between leaf rust (Puccinia triticina) and wheat
using cDNA-AFLP. Molecular Plant Pathology 2003, 4:469-477.

Bachem CW, Hoeven van der RS, de Bruijn SM, Vreugdenhil D, Zabeau M,
Visser RG: Visualization of differential gene expression using a novel
method of RNA fingerprinting based on AFLP: analysis of gene
expression during potato tuber development. Plant Journal 1996, 9:745-
753.

Wang XJ, Tang CL, Zhang G, Li YC, Wang CF, Liu B, Qu ZP, Zhao J, Han QM,
Huang LL, Chen XM, Kang ZS: cDNA-AFLP analysis reveals differential
gene expression in compatible interaction of wheat challenged with
Puccinia striiformis f. sp. tritici. BMC Genomics 2009, 10:289.

Bevan M, Bancroft |, Bent E: Analysis of 1.9 Mb of contiguous sequence
from chromosome 4 of Arabidopsis thaliana. Nature 1998, 391:485-493.
Grenville-Briggs LJ, van West P: The biotrophic stages of oomycete-plant
interactions. Advances in Applied Microbiology 2005, 57:217-243.

Catanzariti AM, Dodds PN, Ellis JG: Avirulence proteins from haustoria-
forming pathogens. FEMS microbiology letters 2007, 269:181-188.

Voegele RT, Mendgen K: Rust haustoria: nutrient uptake and beyond.
New Phytologist 2003, 159:93-100.

Birch PR, Rehmany AP, Pritchard L, Kamoun S, Beynon JL: Trafficking arms:
Oomycete effectors enter host plant cells. Trends in Microbiology 2006,
14:8-11.

Mortel Van de M, Recknor J, Graham M, Nettleton D, Dittman J, Nelson R,
Godoy C, Abdelnoor R, Almeida A, Baum T, Whitham S: Distinct biphasic
mRNA changes in response to asian soybean rust infection. Molecular
Plant-Microbe Interaction 2007, 20:887-899.

Tao Y, Xie ZY, Chen WQ, Glazebrook J, Chang HS, Han B, Zhu T, Zou GZ,
Katagiri F: Quantitative nature of Arabidopsis responses during

42.

43.

44,

45.

46.

47.

48.

49.

50.

51

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

Page 14 of 15

compatible and incompatible interactions with the bacterial pathogen
Pseudomonas syringae. The Plant Cell 2003, 15:317-330.

Caldo RA, Nettleton D, Wise RP: Interaction-dependent gene expression in
Mia-specified response to barley powdery mildew. Plant Cell 2004,
16:2514-2528.

Gosti F, Beaudoin N, Serizet C, Webb AAR, Vartanian N, Giraudat J: ABI1
Protein Phosphatase 2C is a negative regulator of Abscisic Acid
signaling. The Plant Cell 1999, 11:1897-1910.

Adie BAT, Pérez-Pérez J, Pérez-Pérez MM, Godoy M, Sdnchez-Serrano JJ,
Schmelz EA, Solano R: ABA is an essential signal for plant resistance to
pathogens affecting JA biosynthesis and the activation of defenses in
Arabidopsis. The Plant Cell 2007, 19:1665-1681.

Ton J, Mauch-Mani B: Beta-amino-butyric acid-induced resistance against
necrotrophic pathogens is based on ABA-dependent priming for callose.
Plant Journal 2004, 38:119-130.

Li D, Zhang H, Wang X, Song F: OsBIRH1, a DEAD-box RNA helicase with
functions in modulating defence responses against pathogen infection
and oxidative stress. Journal of Experimental Botany 2008, 59:2133-2146.
Gong ZZ, Dong CH, Lee HJ, Zhu JH, Xiong LM, Gong DM, Stevenson B,
Zhu JK: A DEAD box RNA helicase is essential for mRNA export and
important for development and stress responses in Arabidopsis. Plant Cell
2005, 17:256-267.

Kant P, Kant S, Gordon M, Shaked R, Barak S: STRESS RESPONSE
SUPPRESSOR1 and STRESS RESPONSE SUPPRESSOR2, two DEAD box RNA
helicases that attenuate Arabidopsis responses to multiple abiotic
stresses. Plant Physiologist 2007, 145:814-830.

Zegzouti H, Jones B, Frasse P, Marty C, Maitre B, Latch A, Pech JC,
Bouzayen M: Ethylene-regulated gene expression in tomato fruit:
characterization of novel ethylene-responsive and ripening-related
genes isolated by differential display. Plant Journal 1999, 18:589-600.
Heath MC: Hypersensitive response-related death. Plant Molecular Biology
2000, 44:323-334.

Bestwick CS, Brown IR, Mansfield JW: Localized changes in peroxidase
activity accompany hydrogen peroxide generation during the
development of a nonhost hypersensitive reaction in lettuce. Plant
Physioloy 1998, 118:1067-1078.

Do HM, Hong JK, Jung HW, Kim SH, Ham JH, Hwang BK: Expression of
peroxidase-like genes, H,0O, production, and peroxidase activity during
the hypersensitive response to Xanthomonas campestris pv. Vesicatoria
in Capsicum annuum. Molecular Plant-Microbe Interactions 2003, 16:196-205.
Rebman G, Mauch F, Dudler R: Sequence of a wheat cDNA encoding a
pathogen-induced thaumatin-like protein. Plant Molecular Biology 1991,
17:283-285.

Lin KC, Bushnell WR, Szabo LJ, Smith AG: | solation and expression of a
host response gene family encoding thaumatin-like proteins in
incompatible oat-stem rust fungus interactions. Molecular Plant-Microbe
Interactions 1996, 9:511-522.

Schaffrath U, Freydl E, Dudler R: Evidence for different signaling pathways
activated by inducers of acquired resistance in wheat. Molecular Plant-
Microbe Interactions 1997, 10:779-783.

Pritsch C, Muehlbauer GJ, Bushnell WR, Somers DA, Vance CP: Fungal
development and induction of defense response genes during early
infection of wheat spikes by Fusarium graminearum. Molecular Plant-
Microbe Interactions 2000, 13:159-169.

Wang X, Zafian P, Choudhary M, Lawton M: The PR5K receptor protein
kinase from Arabidopsis thaliana is structurally related to a family of
plant defense proteins. Proc Natl Acad Sci USA 1996, 93:2598-2602.
Romeis T: Protein kinases in the plant defence response. Current Opinion
in Plant Biology 2001, 4:407-414.

Ulm R, Revenkova E, di Sansebastiano GP, Bechtold N, Paszkowski J:
Mitogen-activated protein kinase phosphatase is required for genotoxic
stress relief in Arabidopsis. Genes & Development 2001, 15:699-709.

Ulm R, Ichimura K, Mizoguchi T, Peck SC, Zhu T, Wang X, Shinozaki K,
Paszkowski J: Distinct regulation of salinity and genotoxic stress
responses by Arabidopsis MAP kinase phosphatase 1. The EMBO Journal
2002, 21:6483-6493.

De Torres M, Sanchez P, Fernandez-Delmond |, Grant M: Expression
profiling of the host response to bacterial infection: The transition from
basal to induced defense responses in RPM1-mediated resistance. Plant
Journal 2003, 33:665-676.



Wang et al. BMC Plant Biology 2010, 10:9 Page 15 of 15
http://www.biomedcentral.com/1471-2229/10/9

62. Cao ZJ, Jing JX, Wang MN: Relation analysis of stripe rust resistance gene
in wheat important cultivar suwon11, suwon92 and hybrid 46. Acta Bot
Boreal-Occident Sin 2003, 23:64-68, In Chinese.

63. Li ZF, Xia XC, Zhou XC, Niu YC, He ZH, Zhang Y, Li GQ, Wan AM, Wang DS,
Chen XM, Lu QL, Singh RP: Seedling and slow rusting resistance to stripe
rust in Chinese common wheat. Plant Disease 2006, 90:1302-1312.

64. Kang ZS, Li ZQ: Discovery of a normal T. type new pathogenic strain to
Lovrin10. Acta Cllegii Septentrionali Occidentali Agriculturae 1984, 4:18-28, in
Chinese.

65. Kang ZS, Shang HS, Li ZQ: The technique of tissues fluorescence staining
of wheat and stripe rust fungus. Plant protection 1993, 19:27, in Chinese.

66. Wang XJ, Zheng WM, Buchenauer H, Zhao J, Han QH, Huang LL, Kang ZS:
Development of a PCR-based detection of Puccinia striiformis in latent
infected wheat leaves. European Journal of Plant Pathology 2008, 120:241-
247.

67. Livak KJ, Schmittgen TD: Analysis of relative gene expression data using
real-time quantitative PCR and the 22T method. Methods 2001, 25:402-
408.

doi:10.1186/1471-2229-10-9

Cite this article as: Wang et al.: Differential gene expression in
incompatible interaction between wheat and stripe rust fungus
revealed by cDNA-AFLP and comparison to compatible interaction. BMC
Plant Biology 2010 10:9.

Publish with BioMed Central and every
scientist can read your work free of charge

"BioMed Central will be the most significant development for
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
« available free of charge to the entire biomedical community
« peer reviewed and published immediately upon acceptance
« cited in PubMed and archived on PubMed Central
« yours — you keep the copyright

Submit your manuscript here: BioMedcentral
http://www.biomedcentral.com/info/publishing_adv.asp



http://www.biomedcentral.com/
http://www.biomedcentral.com/info/publishing_adv.asp
http://www.biomedcentral.com/

	Abstract
	Background
	Results
	Conclusion

	Background
	Results
	Infection process of stripe rust fungus and HR
	Isolation of differentially expressed genes
	Gene sequence analysis
	Validation of expression patterns by qRT- PCR analysis

	Discussion
	Conclusion
	Methods
	Plant materials and inoculation
	Histological observation of stripe rust fungus
	cDNA-AFLP analysis and TDFs isolation
	Sequence analysis
	Origin confirmation for genes homologous to the stem rust pathogen
	qRT-PCR and data analyses

	Acknowledgements
	Author details
	Authors' contributions
	References

