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Genome‑wide transcriptome 
reveals mechanisms underlying 
Rlm1‑mediated blackleg resistance 
on canola
Chun Zhai1, Xunjia Liu1, Tao Song1,2, Fengqun Yu1 & Gary Peng1*

Genetic resistance to blackleg (Leptosphaeria maculans, Lm) of canola (Brassica napus, Bn) has 
been extensively studied, but the mechanisms underlying the host–pathogen interaction are still 
not well understood. Here, a comparative transcriptome analysis was performed on a resistant 
doubled haploid Bn line carrying the resistance gene Rlm1 following inoculation with a virulent 
(avrLm1) or avirulent (AvrLm1) Lm isolate on cotyledons. A total of 6999 and 3015 differentially 
expressed genes (DEGs) were identified, respectively, in inoculated local tissues with compatible 
(susceptible) and incompatible (resistant) interactions. Functional enrichment analysis found several 
biological processes, including protein targeting to membrane, ribosome and negative regulation 
of programmed cell death, were over‑represented exclusively among up‑regulated DEGs in the 
resistant reaction, whereas significant enrichment of salicylic acid (SA) and jasmonic acid (JA) 
pathways observed for down‑regulated DEGs occurred only in the susceptible reaction. A heat‑map 
analysis showed that both biosynthesis and signaling of SA and JA were induced more significantly 
in the resistant reaction, implying that a threshold level of SA and JA signaling is required for the 
activation of Rlm1‑mediated resistance. Co‑expression network analysis revealed close correlation 
of a gene module with the resistance, involving DEGs regulating pathogen‑associated molecular 
pattern recognition, JA signaling and transcriptional reprogramming. Substantially fewer DEGs 
were identified in mock‑inoculated (control) cotyledons, relative to those in inoculated local tissues, 
including those involved in SA pathways potentially contributing to systemic acquired resistance 
(SAR). Pre‑inoculation of cotyledon with either an avirulent or virulent Lm isolate, however, failed to 
induce SAR on remote tissues of same plant despite elevated SA and PR1 protein. This study provides 
insights into the molecular mechanism of Rlm1‑mediated resistance to blackleg.

Canola or oilseed rape (Brassica napus L.) is one of the most important sources of vegetable oil and livestock feed 
(meal) in the world, with an estimated global annual production of 70 million metric  tons1–3. Blackleg, caused by 
the hemibiotrophic fungal pathogen Leptosphaeria maculans (Lm) (Desm.) Ces. & de Not. (anamorph Phoma 
lingam (Tode ex. Fr.) Desm.), is one of the most serious diseases affecting canola/oilseed rape production in 
many parts of the world except China, with average yield losses around 10–20% each  year2–5. This disease can 
be a major economic constraint to canola production in Australia, Europe and North  America2,5, with estimated 
annual crop losses at > US$900 million in these regions  alone6.

The blackleg infection often starts with the invasion of cotyledons and younger leaves via stomata or wounds. 
The fungus then colonizes intercellular spaces between mesophyll cells, causing visible lesions. Once the fungus 
enters the petioles, it can rapidly spread to  stems7–10. Lm may also infect older plants through the base of stem 
or the points of leaf  attachment11. The invasion of cortical tissue in the stem base and subsequent development 
of collar necrosis usually result in the formation of blackened canker that girdles the stem and causes plant 
 lodging7–10,12. Although an integrated strategy is recommended for blackleg management, genetic resistance is 
the  mainstay13.

The resistance to blackleg in B. napus is often categorized as either seedling or adult-plant resistance. The 
latter is also referred to as partial resistance that may not prevent lesion development effectively on leaves but 
can reduce the severity of stem infection. This type of resistance is mediated generally by multiple minor loci 
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and is race non-specific14–16. In contrast, seedling resistance restricts infection on leaves, thus preventing Lm 
from spreading into stems via petioles. This type of resistance is controlled by resistance (R) genes that interact 
with the corresponding avirulence (Avr) genes in Lm in a race-specific ‘gene-for-gene’  manner14,17,18. In blackleg-
resistance breeding, race-specific R genes have been used commonly likely due to its simple genetic determinism 
and selection  procedures19,20. However, specific R genes tend to be short-lived due to rapid evolution in the Lm 
population and the emergence of new virulent  isolates21–24. To date, 18 major R genes (Rlm1-11, RlmS, LepR1-4, 
BLMR1 and BLMR2) have been reported from various Brassica  species14,25–31. Among them, LepR3 and Rlm2, 
have been cloned and proved to be an allelic pair encoding membrane-bound receptor-like proteins (RLP)32,33. 
However, modes of action on how these R genes confer resistance to different Lm races remain elusive.

During the co-evolution with pathogens, plants have developed a highly sophisticated immune system to 
protect themselves against diseases. Pathogen-associated molecular pattern (PAMP)-triggered immunity (PTI), 
which is initiated upon the perception of PAMP (the conserved microbial structures such as bacterial flagellin 
and fungal chitin) through surface-localized pattern recognition receptors (PPRs), constitutes the first line of 
 defense34. Adapted pathogens, however, are able to overcome PTI via secreting virulence effectors into host 
 cells35,36. Some plant species, however, have evolved to produce intracellular immune receptors that can recognize 
specific effectors either directly or indirectly, activating the second line of defense, i.e. effector-triggered immunity 
(ETI)34. Both PTI and ETI may share similar downstream responses, including hormone changes, transcrip-
tional reprogramming and defense-gene activation, but differ in response  intensities37–39. Following pathogen 
perception, the amplification and transmission of pathogen-induced signals rely largely on  phytohormones40. 
Selected transcription factors (TFs) and associated co-factors integrated within signaling pathways decode the 
information leading to diverse transcriptional  reprogramming41. As a result, active plant defense accompanied by 
the production and accumulation of defense-related proteins are induced to restrict pathogen  development42. In 
general, PTI is relatively weak and regarded as a basal defense response that may not stop the spread of pathogens 
but rather influences the severity of disease caused by adapted  pathogens43,44. In contrast, ETI is more accelerated 
and robust, often resulting in a hypersensitive response (HR) around the infection  site45. Besides the induced 
resistance that acts locally against infection, ETI may also trigger subsequent transmission of signals to distal, 
non-infected parts of plant causing  SAR38,46,47.

Genome-wide transcriptome analysis is considered a useful step to identify the molecular basis for the host 
defensive system in response to pathogen infection. With the advantage of its high-throughput and high sensitiv-
ity, next-generation RNA sequencing (RNA-seq) has become the most promising technology for genome-wide 
transcriptional  study48–50. In the past several years, it has been widely applied to investigate plant pathosystems, 
and the transcriptome sequences generated have greatly improved our knowledge of defence networks in plants. 
Large-scale transcriptome analyses on B. napus–Lm interactions have also been reported. For instance, Becker 
et al.51 observed an accelerated activation of plant transcriptome associated with transcripts coding extracel-
lular receptor and phytohormones signaling molecules involved in the interaction of LepR1 and AvrLep1 using 
RNA-seq. Similarly, based on transcriptome analysis, Zhou et al.52 delineated a hierarchical gene expression 
network orchestrated by two allelic R genes LepR3 and Rlm2, while Becker et al.53 reported that calcium and 
JA play a central role in Rlm2-mediated resistance signaling. A better understanding of regulatory mechanisms 
underlying respective blackleg R genes may facilitate the pyramiding of multiple genes with different modes of 
action to improve resistance durability. In this study, we analyzed global gene expression in the B. napus DH 
line DH24288, a doubled haploid (DH) line developed from a single spore of B. napus cultivar ‘Qunita’ carry-
ing Rlm154 in compatible (susceptible) and incompatible (resistant) interactions against Lm based on RNA-seq. 
Additionally, potential SAR induced by Lm was also investigated.

Methods
Plant material, fungal isolates and growth conditions. The Bn DH line DH24288 carrying the 
blackleg R genes Rlm1 and Rlm354 was used as the host plant throughout the study. This DH line was developed 
from the Bn cultivar ‘Quinta’ at AAFC Saskatoon Research and Development Centre, and kindly provided by 
Dr. G Séguin-Swartz.

Seeds were sown to Sunshine #3 potting mix (SunGro Horticulture, Vancouver, CA) to which 12.5 g  l−1 Osmo-
cote Plus 16-9-12 (N-P-K; Scotts Miracle-Gro Canada, Mississauga, ON) had been added. Seedlings were grown 
in 72-well flats in a growth chamber with a photoperiod of 16-h light (approximately 280–575 μmol  m−2  s−1) 
and 8-h darkness with a day/night temperature at 20/18 °C. The Lm isolates 12CC329 (harbouring avrLm1) 
and SC006 (harbouring AvrLm1), which are virulent and avirulent, respectively, to DH24288, were cultured on 
V8-juice agar in Petri dishes with a 12-h photoperiod at 22 °C for about 10 days to produce pycnidiospores as 
the inoculum.

Cotyledon inoculation and sample preparation. The collection and preparation of inoculum, as well 
as inoculation of canola seedlings, followed the protocols described  previously29 with minor modifications. 
Briefly, pycnidiospores were harvested from the single-spore cultures of the Lm isolates by washing the plates 
with sterile distilled water, and the spore concentration was adjusted to 2 ×  107 spores per ml using a haemo-
cytometer. At about 7 days after seeding, both lobes of a cotyledon were punctured with a sterile needle and 
inoculated with 10 μl of the inoculum or distilled water (mock inoculation), while the other cotyledon was left 
un-inoculated. Inoculated plants were maintained in the growth chamber described above.

Seven days post inoculation (dpi), samples were collected from Lm- and mock-inoculated cotyledons, as 
well as from the non-inoculated cotyledons, by punching out discs (0.6 cm in diameter) around the centre of 
inoculation or cotyledon lobe (non-inoculated). At 7 dpi, there was limited lesion development resulting from 
the inoculation and the edge of discs remained green. Cotyledon discs, inoculated or non-inoculated, derived 
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from 15 random plants were pooled to form a biological replicate, with three independent replicates used for each 
treatment. A total of 18 samples were produced for subsequent RNA-seq. Samples from cotyledons inoculated 
with the Lm isolate 12CC329 (virulent), SC006 (avirulent) or water (mock) were designated respectively as locally 
compatible (COM-local, susceptible), incompatible (INC-local, resistant) interactions and mock inoculation 
(CK-local), while samples from the non-inoculated cotyledons of the same plants were named as COM-remote, 
INC-remote and CK-remote correspondingly. All samples were frozen in liquid nitrogen immediately after col-
lection, and stored at − 80 °C.

RNA isolation, library construction and sequencing. Total RNA was extracted using the RNeasy 
Plant Mini Kit (Qiagen, Toronto, ON) with on-column DNase digestion using a RNase-Free DNase Set (Qiagen) 
following manufacturer’s protocols. The RNA concentration was determined using a NanoDrop2000c spectro-
photometer (Thermo Fisher Scientific, Wilmington, DE), and the RNA integrity was checked using a Bio-Rad 
Experion system (Bio-Rad Laboratories, Hercules, CA).

cDNA libraries were constructed using approximately 1 μg of total RNA per sample (replicate) with a TruSeq 
RNA Library Prep Kit v2 (Illumina, San Diego, CA) following manufacturer’s protocols. Briefly, poly (A) mRNA 
was first purified from total RNA using oligo (dT)-attached magnetic beads, chemically fragmented, and primed 
with random hexamer primer and SuperScript II reverse transcriptase (Life technologies, Burlington, ON) for 
first-strand cDNA synthesis. Subsequently, a second cDNA strand was synthesized as a replacement strand for 
the RNA to create double-stranded (ds) cDNA. The resulting overhanging ds cDNA fragments were converted 
to blunt ends and ligated to multiple sequencing adapters to prepare for hybridization. Finally, adaptor-ligated 
fragments were purified and enriched by PCR amplification to create final cDNA libraries. Following validation 
on the Bio-Rad Experion system and quantification via qRT-PCR, paired-end sequencing of the cDNA libraries 
was performed using MiSeq Reagent Kit v3 on a MiSeq platform (Illumina) to generate raw data with an average 
read length of 100 bp.

Read mapping and gene‑expression analysis. RNA-seq data were imported into CLC Genomics 
Workbench (v.8.5.1; Qiagen, Aarhus, Denmark) for read trimming, mapping and gene expression analysis. Raw 
reads were filtered by removing adaptor sequences, as well as low-quality reads (quality score < 0.05; ambiguous 
nucleotides > 2). The clean reads for each library (replicate) were subsequently mapped to the reference genome 
of B. napus (https:// wwwdev. genos cope. cns. fr/ brass icana pus/ data/) using the v.5.0 gff3 annotation file with the 
following criteria: Mis-match cost was at 2, insertion cost at 3, deletion cost at 3, length fraction at 0.9, similarity 
fraction at 0.8 and maximum number of hits allowed at 1.

The value for the Reads Per Kilobase of exon model per Million mapped reads (RPKM) was calculated for 
each gene based on both the total number of reads mapped to the B. napus reference CDS database above (B. 
napus annotation v.5.0) and the corresponding gene  length55 using the RNA-Seq Analysis in CLC. Only the genes 
with a absolute value of fold change ≥ 2 and a false discovery rate (FDR)56 ≤ 0.01 were deemed to be differentially 
expressed using the CLC Empirical Analysis tool, which is incorporated also in EdgeR  Bioconductor57 and 
DESeq2  packages58. The variability among samples was examined using Principal Component Analysis (PCA) 
and the percent variation explained by each component calculated using the eigenvalue function in R FactoMineR 
package (v.2.3; http:// facto miner. free. fr)59.

Gene ontology (GO) and Kyoto encyclopedia of genes and genomes (KEGG). GO annotation 
and enrichment was performed using the Blast2Go PRO  suite59. A sequence similarity search for all B. napus 
genes was carried out against the non-redundant protein database accessible at the National Center for Biotech-
nology Information (http:// www. ncbi. nlm. nih. gov/) using BLASTX algorithm with an E-value threshold of  1e−5. 
All BLAST hits were then mapped to the GO database to retrieve GO terms that associated with each hit. All B. 
napus genes were searched subsequently against the InterPro (http:// www. ebi. ac. uk/ inter pro/) and annotated 
by merging the results from Blast2GO and InterPro. GO terms that were significantly enriched for DEGs were 
identified by comparing with the whole genome background based on a false discovery rate (FDR) ≤ 0.01.

KEGG annotations were extracted from Ensemble Plant database using the R biomaRt package (v.2.44.1; 
https:// bioco nduct or. org/ packa ges/ bioma Rt/)60, and KEGG enrichment was performed using enricher function 
of the R clusterProfiler package (v.3.16.1; https:// bioco nduct or. org/ packa ges/ clust erPro filer/)61. All expressed B. 
napus genes with annotation were used as a background, and KEGG pathways with an adjusted p-value < 0.05 
were considered to be significantly enriched. Heat-maps of GO and KEGG enrichment were created using the 
R pheatmap package (v.1.0.12; https:// CRAN.R- proje ct. org/ packa ge= pheat map).

Gene co‑expression analysis and heat map generation. To identify co-expression modules associ-
ated with Rlm1-mediated resistance, a co-expression network was generated using the weighted gene co-expres-
sion network analysis (WGCNA) package (v.1.69; https:// CRAN.R- proje ct. org/ packa ge= WGCNA)62 in R. Only 
the expressed genes with average RPKM values higher than 1 in any group of samples were retained and nor-
malized in log2 scale using the rlog function in DESeq2 (v1.28.1; https:// bioco nduct or. org/ packa ges/ DESeq2/)58 
before further processing. The soft-thresholding power was determined using the pickSoftThreshold function. 
Hierarchical clustering was performed based on the topological overlap matrix (a concept defined for weighted 
networks) using the following parameters: Power was at 4, TOM-type unsigned, minModuleSize at 30 and max-
ModuleSize at 5000, to obtain maximum dynamic gene clusters. Initial clusters with similar expression profiles 
were merged at cutheight = 0.2. Heat-maps were generated using the R pheatmap package.

https://wwwdev.genoscope.cns.fr/brassicanapus/data/
http://factominer.free.fr
http://www.ncbi.nlm.nih.gov/
http://www.ebi.ac.uk/interpro/
https://bioconductor.org/packages/biomaRt/
https://bioconductor.org/packages/clusterProfiler/
https://CRAN.R-project.org/package=pheatmap
https://CRAN.R-project.org/package=WGCNA
https://bioconductor.org/packages/DESeq2/


4

Vol:.(1234567890)

Scientific Reports |         (2021) 11:4407  | https://doi.org/10.1038/s41598-021-83267-0

www.nature.com/scientificreports/

Assessment of RNA‑seq data quality with qRT‑PCR. The reliability of RNA-seq data was validated 
by testing a subset of DEGs using quantitative real-time PCR (qRT-PCR) for the same RNA samples used in 
RNA-seq. The sequences of gene-specific PCR primers used in qRT-PCR are listed in Supplementary Table S7. 
The primers were designed using the Applied Biosystems Primer Express V3.0 (Life Technologies, Burlington, 
ON) and synthesized by Integrated DNA Technologies Inc. (Coralville, IA). The first strand of cDNA was syn-
thesized using the Invitrogen SuperScript First-strand Synthesis system (Life technologies) from 1 μg of total 
RNA. qRT-PCR reactions were performed using the Power SYBR green master mix (Life technologies) on an 
ABI StepOne Plus Real-Time PCR system (Applied Biosystems, Foster City, CA) according to manufacturer’s 
instructions. The cycling conditions were as follows: samples were preheated at 95 °C for 10 min, followed by 
40 cycles of 95 °C for 15 s, 58 °C for 30 s, and 60 °C for 30 s. Following amplification, melt-curve profiling was 
conducted to confirm the specificity of PCR amplification. Relative expression levels of target genes were nor-
malized to the internal-control gene ACTIN7 (GeneBank accession no. AF111812.1), and calculated according 
to the  2–ΔΔCt  method63. Three replicates were performed for each cDNA sample, with three samples (biological 
replicates) per treatment.

Hormone treatments to validate pathways identified with RNA‑seq analysis. All hormones 
were applied as a soil drench before cotyledon inoculation and as a foliar spray after the inoculation. In the 
soil-drench application, 10 ml of analytical-grade SA, methyl jasmonate (MeJA), ABA, auxin, gibberellin A3 
 (GA3) or kinetin (Sigma-Aldrich, St. Louis, MO) at the 1000 μM concentration was pipetted to the base of each 
canola seedling 24 h and 48 h, respectively, prior to inoculation. These soil-treated plants were also sprayed with 
the respective hormone solution in a misting bottle until run off at 24 h and 96 h after inoculation, respectively. 
Control plants were soil drenched and sprayed with equal volumes of water.

Results
Response of DH24288 to virulent and avirulent Lm isolates. The inoculation of DH24288 (Rlm1) 
cotyledons with the isolate 12CC329 harbouring the virulent gene avrLm1 caused a susceptible reaction, with 
large lesions spreading from the inoculation site at 14 days post inoculation (dpi) (Fig. 1). Pycnidia were clearly 
visible on these lesions. In contrast, the inoculation with the isolate SC006 carrying the avirulent gene AvrLm1 
resulted in a resistant reaction, with restricted lesion development. The small lesions tended to show sharp, dark 
margins.

Global analysis of RNA‑seq libraries. The gene expression profile of DH24288 was compared between 
compatible (susceptible) and incompatible (resistant) reactions based on RNA-seq of cDNA libraries constructed 
from inoculated and non-inoculated cotyledons. Approximately 243 million raw reads were generated from a 
total of 18 pooled samples (six treatments, each consisting of three biological replicates), with > 99.9% retrieved 
as clean reads after quality trimming. Of the clean reads, 52.3 to 70.9% were mapped uniquely to the B. napus ref-
erence genome, 4.1 to 5.9% aligned to multiple locations, and 23.5 to 43.6% failed to be mapped to the reference 
genome (Supplementary Table S1). The uniquely mapped reads corresponded to a total of 70,709 unigenes in the 
reference genome, with 58,700, 60,563 and 61,417 genes detected, respectively, in inoculated local tissues of sus-
ceptible (COM-local), resistant (INC-local) and mock (CK-local) reactions. Remote non-inoculated cotyledons 
were also sampled from inoculated plants for RNA-seq, with 60,754 (COM-remote), 60,179 (INC-remote) and 
60,485 (CK-remote) unigenes identified, respectively, in these tissues remote to those with susceptible, resistant 
and mock-control reactions (Supplementary Table S1).

Figure 1.  Phenotypic characterization of B. napus DH24288 (Rlm1) in response to L. maculans infection. 
Cotyledons of DH24288 were inoculated with water (Mock), L. maculans isolate SC006 (AvrLm1) or 12CC329 
(avrLm1). Photos were taken at 14 dpi.
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Principal component analysis (PCA) was used to examine the characteristics of transcriptomes based on 
gene identity and expression levels (Fig. 2). Biological replicates were well clustered for each treatment and all 
treatments were separated from one another, indicating a good level of reproducibility of the RNA-seq data. 
Moreover, samples from both COM-local and INC-local showed clear separation from those of CK-local, indi-
cating changes in transcriptome responding to both virulent and avirulent Lm isolates. In contrast, less variation 
was observed among COM-remote, INC-remote, CK-remote and CK-local samples, which may indicate that no 
dramatic response was induced by Lm at remote locations.

DEGs in response to Lm infection. The level of gene expression was assessed against the mock control 
for DEG identification, with the false discovery rate (FDR) ≤ 0.01 and absolute value of fold change ≥ 2 applied 
as the cutoffs. Venn diagrams showed the distribution of DEGs between samples (Fig. 3). In inoculated local 
tissues, a total of 6999 and 3015 genes were differentially expressed in susceptible (COM-local) and resistant 
(INC-local) samples respectively, among which 4469 genes were uniquely identified in COM-local, whereas 
485 were specifically expressed in INC-local (Fig. 3a). Though the host showed more pronounced responses 
to the virulent isolate, the proportion of the up-regulated DEGs in the resistant reaction (2295 DEGs, 76.1%) 
was higher than that in the susceptible reaction (4250 DEGs, 60.7%) (Fig. 3c, Supplementary Table S2). As for 
systemic responses in the non-inoculated cotyledons of the same plants, much fewer DEGs were detected. The 
numbers of up-regulated DEGs were 195 and 493, and down-regulated DEGs were 174 and 99 in remote suscep-
tible (COM-remote) and resistant (INC-remote) samples, respectively (Fig. 3c, Supplementary Table S2). Only 
a small number of DEGs (88) overlapped between the two remote treatments (Fig. 3b), indicating the infection 
by virulent and avirulent Lm isolates resulted in different host responses at locations remote from the inocula-
tion site.

GO classification and enrichment analyses. DEGs were further annotated and classified using GO 
terms for a better understanding of relevant biological functions. The majority of DEGs from inoculated local 
samples (94.1% for COM-local, and 93.5% for INC-local) had known functions; based on the biological process, 
molecular function and cellular component, those from COM-local displayed significant enrichment in 20, 5 
and 9 subcategories while those from INC-local enriched the DGEs in 14, 5 and 8 subcategories, respectively. 
Similarly, Blast2GO yielded annotated sequences for 93.5% and 95.4% of DEGs, respectively, in COM-remote 
and INC-remote samples. DEGs in COM-remote and INC-remote samples were classified respectively into 34 
and 35 functional groups covering 3 categories. The detailed GO classification of DEGs is shown in Supplemen-
tary Fig. S1 and Table S3.

To further identify the enrichment associated with DEGs in specific biological processes, GO enrichment was 
analyzed using Fisher’s Exact Test of Blast2GO data. At FDR < 0.01, a total of 305 and 178 enriched GO terms 
were identified, respectively, for COM-local and INC-local, with 160 and 129 of them being associated with 
up-regulated DEGs, and the rest with down-regulated DEGs (Supplementary Table S4). The top five enriched 
GO terms associated with each group of samples are shown in Fig. 4; many defense-related biological processes, 
including “response to chitin”, “respiratory burst involved in defense response”, “endoplasmic reticulum unfolded 
protein response”, “salicylic acid (SA)-mediated signaling pathway” and “jasmonic acid (JA)-mediated signaling 
pathway” were commonly enriched for up-regulated DEGs in both COM-local and INC-local samples. Intrigu-
ingly, signal transduction pathways for the two phytohormones, i.e. SA- and JA-mediated signaling pathways, 

Figure 2.  Principal component analysis (PCA) based on expressed genes across all samples. X-axis, PC1; 
Y-axis, PC2. The proportion of variance for each principal component is indicated in brackets following axis 
titles. Treatments are designated as compatible (COM, susceptible), incompatible (INC, resistant) and mock 
(CK) in local, inoculated (local) and remote, non-inoculated (remote) cotyledon tissues. Dots in the same color 
are replicates of same treatment.
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Figure 3.  DEGs identified in the local cotyledon tissue of DH24288 inoculated with a virulent or avirulent 
Lm isolate, and in remote (non-inoculated) cotyledons at 7 dpi. (a) DEGs between local samples of susceptible 
(COM-local) and resistant (INC-local) reactions. (b) DEGs between remote cotyledon samples, COM-remote 
and INC-remote, on plants with locally susceptible and resistant reactions, respectively. (c) Up-regulated and 
down-regulated DGEs in each of the samples.

Figure 4.  Top five GO terms enriched for the up-regulated and down-regulated DEGs in COM-local, INC-
local, COM-remote and INC-remote cotyledon samples. The significance of FDR is associated with colors, from 
white (high) to blue (low), as defined by the inset.
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were also enriched among down-regulated DEGs in COM-local, but not in INC-local samples. These results may 
indicate that similar defense responses are triggered for susceptible and resistant reactions involving avrLm1 
(virulent) and AvrLm1 (avirulent) against the R gene Rlm1, but the aptitude of the response regulated by these 
signaling pathways may vary between the interactions.

“Protein targeting to membrane” and “negative regulation of programmed cell death” were exclusively over-
represented among up-regulated DEGs in INC-local samples. In contrast, more biological processes related 
to photosynthesis and growth/development/morphogenesis were enriched among down-regulated DEGs in 
COM-local than INC-local samples, including “chlorophyll biosynthetic process”, “chloroplast relocation”, “pho-
tosynthetic electron transport in photosystem I”, “photosynthesis, light harvesting in photosystem I”, “chlorophyll 
catabolic process”, “photosystem II stabilization”, “photosystem II repair”, “photosynthetic electron transport in 
photosystem II” and “photosystem I stabilization”, “root-hair elongation”, “cell tip growth”, “multidimensional cell 
growth”, “regulation of meristem growth”, “cuticle development”, “leaf morphogenesis” and “stomatal complex 
morphogenesis” (Supplementary Table S4). It appears that successful colonization by Lm also results in a more 
pronounced decline in photosynthesis and cell growth/development in the infected locality.

GO enrichment analysis retrieved 59 and 86 GO terms, respectively, in COM-remote and INC-remote sam-
ples (Supplementary Table S4). General defense responses were similarly overrepresented among up-regulated 
DEGs in both COM-remote and INC-remote samples, including “response to chitin”, “respiratory burst involved 
in defense response” and “defense response to fungus” (Fig. 4). Notably, both “SA biosynthetic process” and “SA 
mediated signaling pathway” were also elevated in these two remote samples (Fig. 4), implying potential induc-
tion of SAR. Moreover, “cysteine biosynthetic process”, “tryptophan catabolic process” and “pentose-phosphate 
shunt” were exclusively enriched for up-regulated DEGs in INC-remote samples (Fig. 4). These results showed 
that infection by virulent or avirulent Lm isolate also led to changes in the biosynthesis and metabolism of 
remote tissues.

KEGG pathway enrichment analysis. To explore the main metabolic pathways in which DEGs are 
involved, KEGG pathway enrichment analysis was conducted at adjusted p < 0.05 (Fig. 5). In total, 21 KEGG 
pathways were identified, among which “carbon metabolism”, “protein processing in endoplasmic reticulum”, 

Figure 5.  KEGG pathways enriched for up- and down-regulated DEGs in COM-local, INC-local, COM-remote 
and INC-remote treatments. Pathways with a significant adjusted p-value (< 0.05) are shown in association with 
colors from white (high) to blue (low), as defined in the inset.
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“TCA cycle”, “plant-pathogen interaction”, “glutathione metabolism”, “biosynthesis of amino acids”, “cysteine and 
methionine metabolism”, “2-Oxocarboxylic acid metabolism”, “glucosinolate biosynthesis” and “sulfur metabo-
lism” represented the most common pathways enriched among up-regulated DEGs in both COM-local and 
INC-local samples. “Proteasome” was associated with up-regulated DEGs in COM-local only, while “ribosome” 
was associated with up-regulated DEGs in INC-local only. For down-regulated DEGs, “photosynthesis” and 
“photosynthesis–antenna proteins” were enriched in both COM-local and INC-local samples. “Carbon fixation 
in photosynthetic organisms” was identified only in COM-local, which was consistent with GO enrichment 
results of suppressed photosynthesis in COM-local samples.

For remote samples, “plant-pathogen interaction” was the only pathway enriched among up-regulated DEGs 
in both COM-remote and INC-remote (Fig. 5). Overall, more metabolic pathways were enriched for up-regulated 
DEGs in INC-remote relative to COM-remote, including “glucosinolate biosynthesis”, “2-oxocarboxylic acid 
metabolism”, “sulfur metabolism”, “glyoxylate and dicarboxylate metabolism”, “carbon metabolism”, “biosynthesis 
of amino acids”, “cysteine and methionine metabolism” and “glutathione metabolism”, which was also consistent 
with GO enrichment results. The three photosynthesis-related pathways, i.e. “photosynthesis”, “photosynthesis—
antenna proteins” and “carbon fixation in photosynthetic organisms”, were also exclusively enriched among up-
regulated DEGs in INC-remote, indicating altered metabolism leading to elevated photosynthesis in these remote 
tissues. For down-regulated DEGs, “porphyrin and chlorophyll metabolism”, “arginine and proline metabolism”, 
“lysine degradation”, “glutathione metabolism” and “beta-Alanine metabolism” were enriched in COM-remote 
tissues, whereas no pathway was enriched for down-regulated DEGs in INC-remote (Fig. 5).

Core genes involved in Rlm1‑mediated defense network against avirulent Lm. Plant defense 
response can be triggered following the perception and recognition of a pathogen, with subsequent signal trans-
duction and transcriptional reprogramming which activate additional resistance-related genes. GO-term anno-
tation for DEGs from inoculated local samples may allow us to focus on the core genes involved in the Rlm1-
mediated defense network at different levels.

Recognition of Lm infection by receptor-like protein kinases R proteins. The perception of pathogen usually 
depends on non-specific recognition of conserved microbial structures via membrane-localized receptor-like 
protein kinases (RLKs), or specific recognition of pathogen effectors by nucleotide-binding site leucine-rich 
repeat (NBS-LRR) proteins. In this study, 177 genes encoding RLKs were differentially expressed in response to 
Lm infection, with 148 in COM-local and 126 in INC-local samples (Fig. 6a, Supplementary Table S5). Of these 
DEGs, 29 were specifically induced and 51 were more significantly up-regulated in INC-local, relative to those 
in COM-local tissues. Several types of RLKs, including cysteine-rich RLKs (CRKs), leucine-rich repeat RLKs 
(LRKs), G-type lectin RLKs, L-type lectin RLKs and wall-associated RLKs (WAKs), were among the DEGs spe-
cifically or more significantly induced in INC-local samples.

A total of 26 DEGs were annotated as NBS-LRR genes, with 20 of them found in COM-local and 14 in INC-
local samples (Fig. 6a, Supplementary Table S5). Notably 12 of these DEGs, including those homologous to 
the Arabidopsis R genes ADR2 (BnaC09g13550D), RPP13 (BnaC07g18440D) and HSPRO2 (BnaC04g53300D, 
BnaC04g56750D, BnaA04g22680D) were exclusively induced or more significantly up-regulated in INC-local 
samples, while three of the DEGs, including the homologs of Arabidopsis R gene RFL1 (BnaA09g46490D), were 
exclusively down-regulated in COM-local samples. None of the above NBS-LRR-coding DEGs, however, were 
located within the Rlm1-mapping region on chromosome A7. Since the blackleg-resistance genes LepR3 and 
Rlm2 have been cloned and proved to encode  RLPs32,33, the expression of putative RLP-coding DEGs identi-
fied in this study were further investigated. In total 34 of the DEGs were annotated as RLPs, with 28 of them 
up-regulated exclusively or more significantly in INC-local, and two down-regulated exclusively in COM-local 
samples (Fig. 6a, Supplementary Table S5). The DEG BnaA07g23530D, which was induced specifically in INC-
local samples, was located within the mapped region for Rlm164 and therefore considered a strong candidate 
responsible for Rlm1-mediated resistance.

Phytohormone signaling in response to Lm inoculation. Several phytohormone pathways were indicated in the 
GO enrichment, including SA, JA, ethylene (ET), abscisic acid (ABA), auxin, gibberellic acid (GA) and cytokinin 
(CK), in response to Lm inoculation (Supplementary Table S4). Heat-map analysis based on the expression level 
of genes involved in these pathways supported a modulation pattern for all these hormones, except ET, between 
COM-local and INC-local samples, i.e. the biosynthesis and signaling of SA and JA were induced more sig-
nificantly in INC-local, the biosynthesis of ABA and auxin were induced more strongly in COM-local, and the 
signaling of GA and CK were repressed more significantly also in COM-local samples (Fig. 6b, Supplementary 
Table S5). For instance, genes encoding ICS, which is involved in the isochorismate synthase pathway for SA bio-
synthesis, were induced in both COM-local and INC-local samples, but genes encoding PAL, which are involved 
in the phenylalanine ammonia-lyase pathway for SA biosynthesis, were repressed only in COM-local samples. 
All copies of PR1, WRKY70, EDS1 and NPR4, which are involved in SA signaling, were exclusively or more sig-
nificantly induced in INC-local, and two copies of TGA  were exclusively down-regulated in COM-local samples.

WRKY70, EDS1, NPR4 and TGA  have been proven to up-regulate SA pathways, and PR1 is an SA-responsive 
defense  gene40,65. All copies of LOX, which are involved in JA biosynthesis, were up-regulated in INC-local, 
while two of the copies were down-regulated in COM-local samples. As for JA signaling, most copies of PR4 and 
CHI were more significantly induced in INC-local, while all copies of MYC2 were exclusively down-regulated 
and most copies of JAZ more significantly up-regulated in COM-local samples. PR4 and CHI are known as JA-
responsive defense genes involved in the ERF branch of JA signaling, while MYC2 and JAZ induces and represses 
the MYC branch of JA  signaling40,66, respectively. Additionally, the major genes related to ABA (NCED, ADH) 
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Figure 6.  Heat map illustration of the core genes involved in the defense network against Lm infection. (a) 
DEGs encoding RLKs, NBS-LRRs and RLPs. (b) DEGs involved in phytohormone pathways. (c) DEGs encoding 
WRKY TFs. (d) DEGs encoding PR proteins. The colour bar represents values of  log2-fold changes ranging 
from − 7.5 (blue) to 7.5 (red).
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and auxin (AAO, NIT4) biosynthesis were more significantly induced in COM-local, while the genes encoding 
the core component of GA (GID1, GASA, DELLA) and CK (ARR1, IPT) signaling were exclusively or more 
strongly repressed in COM-local samples.

WRKY TFs responsive to Lm inoculation. WRKY proteins comprise the best-characterized family of TFs 
involved in controlling transcriptional reprogramming to mediate cellular responses to pathogen  attacks43. A 
total of 73 DEGs encoding 26 members of the WRKY gene family, e.g. WRKY6, 8, 11, 15, 18, 28, 30, 31, 33, 

Figure 6.  (continued)
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38, 40, 41, 45, 46, 47, 50, 51, 52, 53, 54, 61, 62, 64, 65, 70 and 75, were identified, with 65 from COM-local and 
26 from INC-local samples (Fig. 6c, Supplementary Table S5). Of these, WRKY8, 28, 31, 40, 45, 52, 61, 64 and 
65 were identified only in COM-local, and WRKY41 was specifically induced in INC-local samples. As for the 
WRKY genes identified in both COM-local and INC-local samples, the expression level and/or copy number 
was higher for WRKY11, 18, 38, 46, 47, 51, 53, 54, 62 and 70 in INC-local than those in COM-local samples. 
Notably, most of them have been reported/implicated for positive regulation of plant defense responses against 
different  pathogens48,67–71.

Pathogenesis-related (PR) proteins in response to Lm infection. The production and accumulation of PR proteins 
represent an important change in host protein composition in response to invading pathogens, and have been 
shown to correlate with plant disease  resistance72,73. In total, 23 genes encoding PR proteins were up-regulated in 
both COM-local and INC-local samples, including multiple copies of PR1, 2, 3, 4 and 5 (Fig. 6d, Supplementary 
Table S5). The PR1 family are still unknown proteins, the PR2 family belongs to β-1,3-glucanase, PR3 and PR4 
groups are comprised of chitinases, and the PR5 group is a thaumatin-like protein. All of these PR proteins can 
restrict the growth of  fungi73. Heat-map analysis showed that all copies of PR1 and PR4, as well as most copies 
of PR2 and PR5, were up-regulated more significantly in INC-local, while all copies of PR3 were induced more 
significantly in COM-local samples (Fig. 6d, Supplementary Table S5).

Gene co‑expression modules regulating Rlm1‑mediated resistance. To identify co-expression 
modules associated with the Rlm1-mediated defense response, a total of 38,020 genes with average RPKM val-
ues > 1 in any group of samples were examined via weighted gene co-expression network analysis (WGCNA; 
Supplementary Table S6). The soft-thresholding power, which affects the scale independence and mean con-
nectivity of the network, was adopted in the network topology. Following screening, a soft-threshold of 4, which 
was the lowest power with the scale-free topology fit index reaching 0.90, was chosen to generate a hierarchical 
clustering tree (dendrogram). As shown in Fig. 7a, 25 color modules which composed of genes with similar 
expression patterns were identified. The size of these modules depends on the number of genes involved, ranging 
from 35 to 18,122 (Supplementary Table S6).

The relationship between each module and treatment was evaluated by correlating the eigengenes of each 
module with each group of samples. One module, named ME24, exhibited significant correlation (r = 0.87; 
p = 3e−6) with INC-local samples (Fig. 7b), implying its involvement in Rlm1-mediated resistance. A total of 61 
genes were clustered in this module, of which 26 were also DEGs identified in INC-local samples (Supplemen-
tary Table S6). Notably, the DEG BnaA10g05680D is a CHI-encoding gene involved in JA signalling. Moreover, 
four of the DEGs (BnaA02g23230D, BnaA04g18600D, BnaA06g07000D and BnaC04g31220D) encode RLKs 
and another four (BnaC01g06660D, BnaCnng45760D, BnaA01g13440D and BnaC07g38550D) encode WRKY 
proteins WRKY18, 41 or 53.

Validation of RNA‑seq data. To determine the overall reliability of RNA-seq results, 16 DEGs with a 
range of expression levels and patterns were tested with qRT-PCR, including those involved in pathogen recog-
nition, transcriptional regulation, hormone regulation and defense responses based on the functional annota-
tion. These DEGs showed the expression similar to those in the RNA-seq analysis across treatments, validating 
the RNA-seq analysis conducted (Fig. 8).

Exogenous applications of SA to DH24288, pre and post inoculation of cotyledon using the virulent (avrLm1) 
isolate, reduced the infection severity substantially relative to water controls, while the JA treatments resulted 
in slightly smaller effect (Supplementary Fig. S3). Since the heat map also indicated the activation of ABA and 
auxin biosynthesis, as well as the suppression in GA and CK signaling in the susceptible reaction (Fig. 6b, Sup-
plementary Table S5), ABA, auxin, GA and cytokinin were also tested in exogenous applications but showed 
little effect on symptom development (data not shown).

Pre-inoculation of one of the cotyledons with a virulent (12CC329) or avirulent (SC006) Lm isolate, followed 
by challenging the other cotyledon with the virulent isolate three days later failed to reduce the symptom caused 
by the challenge inoculation substantially, relative to the mock pre-inoculation (Supplementary Fig. S4).

Discussion
Despite extensive studies on genetic resistance against blackleg of canola, resistance mechanisms have yet to be 
well characterized. In this study, the high-throughput RNA sequencing was used to decipher key interactions 
between a DH Bn line carrying Rlm1 and Lm isolates carrying or not carrying the corresponding Avr gene 
AvrLm1. The identification of DEGs, as well as functional characterization, help capture molecular signatures 
during the Bn–Lm interaction and potentially shed light on the modes of action for Rlm1-mediated resistance. 
The information on the pathological and transcriptional changes in uninfected tissues remote from the inoculated 
cotyledon may help determine whether the Rlm1-based resistance can be systemic.

Both PTI and ETI are involved in host defense responses mediated by Rlm1. The plant immunity 
can generally be divided into PTI and  ETI34, with PTI often being the first step of active defense initiated by the 
recognition of PAMPs through PPRs. Most PRRs are RLKs with an extracellular receptor domain, a transmem-
brane domain, and typically a cytoplasmic kinase  domain74. In this study, 177 genes encoding RLKs were dif-
ferentially expressed in response to Lm infection, with 148 in COM-local and 126 in INC-local samples (Fig. 6a, 
Supplementary Table S5). Identification of RLK-encoding DEGs in both COM-local (susceptible) and INC-local 
(resistant) might suggest PTI is activated by both virulent and avirulent isolates. It is noteworthy that four of the 
RLK-encoding genes induced in INC-local were also members in gene module that correlated with the resistant 
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reaction (Supplementary Table S6), implying their potential role against the infection by the avirulent Lm isolate 
at the PTI stage.

ETI is a stronger defense response activated by host recognition of specific effectors from a  pathogen34, medi-
ated generally by intracellular NBS-LRR proteins. However, pathogens like Lm generally deliver their effectors 
into apoplast rather than host cell; the recognition of apoplastic effectors in intercellular spaces thus relies on 
cell-surface RLPs that are integral plant membrane proteins containing an extracellular LRR domain and a short 
cytoplasmic tail without a signaling  motif74. In fact, RLPs are involved in resistance to blackleg by LepR3 and 
Rlm232,33. In the present study, 34 DEGs were annotated as RLPs (Fig. 6a, Supplementary Table S5), and among 
them, BnaA07g23530D was significantly up-regulated in INC-local and located within the region mapped for 
Rlm164. It is therefore considered a candidate gene for Rlm1-mediated resistance. The expression pattern was 
investigated for genes in the Rlm1-mapped region using heat-map analysis (Supplementary Fig. S2). Of 61 
expressed genes in this region, 34 were up-regulated and 26 down-regulated consistently in both COM-local 
and INC-local samples. One gene without annotation, i.e. BnaA07g21170D, was up-regulated in COM-local but 
down-regulated in INC-local samples. Three genes encoding RLKs, i.e. BnaA07g25430D, BnaA07g25440D and 
BnaA07g25460D, were more induced in INC-local than those in COM-local and may merit further investigation 
for being potentially involved in Rlm1-mediated blackleg resistance.

Both SA and JA may be required for the activation of Rlm1‑mediated resistance. Phytohor-
mones, including SA, JA, ET and ABA, are essential regulators of host defense against various  pathogens40,75–77. 
Additionally, auxin, GA and CK have also been implicated in the modulation of plant-pathogen  interactions77–83. 
In this study, several phytohormone pathways were activated by Lm infection based on the GO analysis, espe-
cially the significant enrichment of SA- and JA-related biological processes with both up- and down-regulated 
DEGs for COM–local, but only up-regulated DEGs for INC-local (Fig. 4, Supplementary Table S4). Heat-map 
analysis based on the expression level of major genes involved in these pathways revealed that all hormone 
pathways, except ET, displayed different modulation patterns in susceptible (COM–local) and resistant (INC-
local) reactions. Noticeably, both biosynthesis and signaling of SA and JA were induced more significantly in 
the resistant reaction (Fig. 6b, Supplementary Table S5). WGCNA analysis also showed that BnaA10g05680D, a 
JA-responsive defense gene identified as a DEG in INC-local samples, was clustered in the gene module closely 
correlated with the resistant reaction (Fig. 6b, Supplementary Table S6). Taken together, the results indicate SA 
and JA biosynthesis and signaling are possibly involved in Rlm1-mediated blackleg resistance.

It appears that SA- and JA-related defense pathways can be triggered by Lm in both susceptible and resistant 
reactions, but a threshold level of signaling may be required to activate Rlm1-mediated resistance. Virulence 
proteins from avrLm1 may limit the expression of core genes required to propel these pathways to threshold 
levels. Becker et al.51 reported the importance of SA and JA pathways in a Bn line carrying the R gene LepR1 
interacting with a Lm isolate containing the cognate Avr effector AvrLepR1. However, in another study based on 
qPCR analyses, the recognition of AvrLm1 by a Bn cultivar carrying Rlm1 triggered greater expression of genes 
involved in SA and ET but not JA  pathways84. The varied results between this and our study may be attributed to 
the limited numbers of genes that can be measured with qPCR, as opposed to DGEs based on RNA-seq and GO 

Figure 7.  Weighted gene co-expression network analysis (WGCNA) across all treatments. (a) Hierarchical 
clustering tree (dendrogram) of DEGs with dissimilarity based on the topological overlap. Each color represents 
one specific co-expression module, the branches above represent genes, and the height (y-axis) indicates the 
level of correlation. (b) Correlation relationship between modules and treatments. Each row corresponds to a 
module eigengene, and each column corresponds to a treatment. Each cell contains a corresponding correlation 
(top) and p-value (bottom). The color scheme, from red through white to blue, indicates the level of correlation, 
from high to low. The module eigengene (ME24; r > 0.85, p < 0.001) closely related to INC-local is indicated by a 
red arrow.
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analysis. However, it was also noticed in the current study that SA induced stronger defense responses than JA 
based on exogenous application of these hormones (Supplementary Fig. S3), supporting a notion that SA may 
play a bigger role in Rlm-1 mediated resistance.

Hormone crosstalk allows the flexibility of plants to adjust their inducible defense machineries in response 
to different  pathogens85. However, SA and JA signaling may be mutually antagonistic in a range of pathosystems, 
as reviewed by Thaler et al.86. SA is commonly involved in resistance to biotrophic/hemibiotrophic pathogens, 
whereas JA is often associated with defense responses against necrotrophic  pathogens40. Our results that both 
SA and JA pathways are activated in the resistance also indicate potential synergy between these two path-
ways. Similar results have been reported previously; Halim et al.87 found that Pep-13, a pathogen-associated 
molecular pattern from the hemibiotrophic pathogen Phytophthora infestans that acts as an elicitor, activated 
the defense responses of potato plants via both SA and JA pathways. Lemarié et al.88 also found that both SA 
and JA contributed to the resistance against clubroot caused by the biotrophic pathogen Plasmodiophora bras-
sicae in Arabidopsis. These variably deployed mechanisms may represent positive and negative feedback loops 
that may allow plant responses tailoring to different  pathogens89. Lm is a hemibiotrophic fungal pathogen with 
a transient biotrophic phase before the necrotrophic colonization that typically results in leaf lesions. At 7 dpi 
when samples were taken for RNA-seq, the fungus may still be transitioning from biotrophic to necrotrophic 
colonization, activating DEGs involved in both SA and JA pathways. Sampling in a time-course for RNA-seq 
may help show these changes more precisely.

TFs and defense‑related proteins. The enforcement of TFs network enables plants to mount success-
ful immunity in a highly dynamic and temporal manner, and the plant-specific WRKY TFs comprise one of 
the largest families of regulatory proteins in this  network43,90. In this study, a total of 73 WRKY genes were 
differentially modulated in response to Lm infection, and among them, WRKY41 was induced specifically in 
INC-local (Fig. 6c, Supplementary Table S5). This is in line with the finding by Higashi et al.68, in which the 
expression of WRKY41 was induced in Arabidopsis inoculated with an avirulent Pseudomonas syringae isolate 

Figure 8.  Expression profile of selected DEGs in RNA-seq and qRT-PCR analyses. Red lines indicate the 
transcript abundance of RNA-seq (right y-axis) based on RPKM, while black bars represent the relative 
expression level against the average value of mock (CK-local or CK-remote) in qRT-PCR.
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but not with a virulent one. In our study, WRKY11, 18, 38, 46, 47, 51, 53, 54, 62, and 70 were more significantly 
up-regulated in INC-local than in COM-local (Fig. 6c, Supplementary Table S5); these TFs have also been found 
to play a positive role in plant defense  responses48,67–71. For instance, the overexpression of WRKY11 enhanced 
the resistance of rice plants to Xanthomonas oryzae, as well as the tolerance to drought  stress71. Coordination 
between WRKY46, WRKY53 and WRKY70 contributed to basal resistance against P. syringae in  Arabidopsis69. 
Notably, WGCNA analysis revealed the significant correlation of four genes encoding WRKY18, 41 and 53 
(BnaC01g06660D, BnaCnng45760D, BnaA01g13440D and BnaC07g38550D) with the resistance (Supplemen-
tary Table S6), indicating their role as the key node of Rlm1-mediated regulatory network.

One of the most important and effective plant defense mechanisms is the activation of defense-related genes 
which result in the production and accumulation of PR  proteins72. To date 17 groups of PR proteins (PR1 to 
PR17) have been identified, five (PR1 to PR 5) of which were significantly induced in the resistant reaction of this 
study. All PR1 and PR4 copies, as well as most of the PR2 and PR5 copies, were strongly up-regulated in resist-
ant samples, while all PR3 copies were more induced in susceptible samples (Fig. 6d, Supplementary Table S5). 
The function of the PR1 family is still not well understood, although it has been thought to be associated with 
cell-wall thickening against apoplastic pathogens in  SAR72,91. The β-1,3-glucanase PR2 and chitinase PR3/PR4 
affect the cell wall of fungal pathogens and promote the release of cell-wall derived fragments that can act as 
resistance  elicitors73,92. The PR5 thaumatin-like proteins are similar to the bifunctional α-amylase proteinase 
inhibitor of maize, which may induce plant resistance via inhibiting pathogen digestive  enzymes92. PR1, PR2 
and PR5 are typically involved in SA pathways, while PR3 and PR4 respond to JA. The up-regulation of these PR 
genes further supports that the crosstalk between SA and JA pathways that contributes to the Rlm1-mediated 
resistance cooperatively.

“Protein targeting to membrane”, “ribosome” and “programmed cell death”. In this study, 
GO enrichment analysis revealed that genes involved in “protein targeting to membrane” were significantly up-
regulated in resistant samples (Fig. 4), suggesting that binding of RLKs and RLPs to plasma membrane (PM) 
plays a role in Rlm1-mediated resistance. To ensure PM functions, proteins must be properly transported from 
the site of synthesis, normally the endoplasmic reticulum (ER), along the secretory pathway of membrane traf-
ficking system to PM through the Golgi apparatus and trans-Golgi network (TGN) by  exocytosis93,94. As typical 
PM proteins, RLKs and RLPs are possibly recruited from ER upon the recognition of Lm.

The significant enrichment of “ribosome” among up-regulated DEGs in resistant samples (Fig. 5) may imply 
the contribution of ribosomal proteins to the positive regulation of Rlm1-mediated resistance. Ribosomes con-
tain highly conserved proteins that function to synthesize other proteins, and their role in defense regulation 
has also been reported in recent years. For example, silencing the ribosomal genes RPL12 and RPL19 in the 
model plant Nicotiana benthamiana or Arabidopsis compromised non-host resistance to multiple bacterial 
 pathogens95. Similarly, it was also found that the ribosomal protein large subunit QM/RPL10 positively regulated 
defense and protein- translation mechanisms for the resistance of N. benthamiana96. The interaction of ribosomal 
protein RPL12 with the receptor for activated C‐Kinase 1 (RACK1) also plays a key role in innate immunity in 
 Arabidopsis97,98. These results support the notion that ribosomal proteins play a role in Rlm1 resistance.

GO enrichment analysis also identified that “programmed cell death” (PCD) was suppressed in association 
with the resistant reaction (Fig. 4), which supports the hypothesis that host PCD contributes to host susceptibility 
towards fungal pathogens in necrotrophic phases. Many plants have evolved HR-associated PCD to confine the 
pathogen by abolishing nutrient supply, and this is particularly relevant during the process of biotrophic infec-
tion, where the cell death is generally correlated with the  resistance99,100. In contrast, necrotrophic pathogens 
tend to advance infection by causing host cell  death101–104.

SAR is not induced by Rlm1. It was found that cotyledon inoculation, with either an avirulent or viru-
lent Lm isolate, elevated SA biosynthesis and signaling in non-inoculated remote tissues (Fig. 4, Supplementary 
Table S4). Indeed, the PR1 gene, which is often used as a marker for SAR, was also significantly up-regulated 
in these remote tissues (Supplementary Tables S2, S3). These appeared to suggest SAR, an inducible defense 
response that confers systemic protection against subsequent  infection46,47. Numerous studies have reported SA 
as a critical component in SAR (reviewed by Conrath and Henry et al.46,47). Despite the elevated SA and PR1 in 
remote tissues, inoculation trials (Supplementary Fig. S4) did not show substantial SAR associated with Rlm1; 
it appears that these pathways alone or the intensity to which they were activated, are insufficient to result in 
significant SAR. Previously, SAR was reported with the Rlm1-carrying canola variety ‘Columbus’ pre-inoculated 
with either a virulent or avirulent Lm  isolate84. The discrepancy can be due to different host genetic background 
used; DH24288 is a DH line carries only Rlm1 and Rlm3 whereas it is unknown if the cultivar Columbus carries 
other R genes/QTLs which may contribute to SAR observed.

Received: 25 July 2020; Accepted: 1 February 2021

References
 1. Friedt, W. & Snowdon, R. Oilseed rape. In Oil Crops (eds Vollmann, J. & Rajcan, I.) 91–126 (Springer, New York, 2009).
 2. West, J. S., Kharbanda, P. D., Barbetti, M. J. & Fitt, B. D. L. Epidemiology and management of Leptosphaeria maculans (phoma 

stem canker) on oilseed rape in Australia, Canada and Europe. Plant Pathol. 50, 10–27 (2001).



15

Vol.:(0123456789)

Scientific Reports |         (2021) 11:4407  | https://doi.org/10.1038/s41598-021-83267-0

www.nature.com/scientificreports/

 3. Van de Wouw, A. P. & Howlett, B. J. Advances in understanding the Leptosphaeria maculans–Brassica pathosystem and their 
impact on disease management. Can. J. Plant Pathol. 42, 149–163 (2020).

 4. Rouxel, T. & Balesdent, M. H. The stem canker (blackleg) fungus, Leptosphaeria maculans, enters the genomic era. Mol. Plant 
Pathol. 6, 225–241 (2005).

 5. Fitt, B. D. L., Brun, H., Barbetti, M. J. & Rimmer, S. R. World-wide importance of phoma stem canker (Leptosphaeria maculans 
and L. biglobosa) on oilseed rape (Brassica napus). Eur. J. Plant Pathol. 114, 3–15 (2006).

 6. Fitt, B. D. L. et al. Strategies to prevent spread of Leptosphaeria maculans (phoma stem canker) onto oilseed rape crops in China; 
costs and benefits. Plant Pathol. 57, 652–664 (2008).

 7. Hammond, K. E., Lewis, B. G. & Musa, T. M. A systemic pathway in the infection of oilseed rape plants by Leptosphaeria macu-
lans. Plant Pathol. 34, 557–565 (1985).

 8. Hammond, K. E. & Lewis, B. G. The establishment of systemic infection in leaves of oilseed rape by Leptosphaeria maculans. 
Plant Pathol. 36, 135–147 (1987).

 9. Howlett, B. J., Idnurm, A. & Pedras, M. S. C. Leptosphaeria maculans, the causal agent of blackleg disease of Brassicas. Fungal 
Genet. Biol. 33, 1–14 (2001).

 10. Howlett, B. J. Current knowledge of the interaction between Brassica napus and Leptosphaeria maculans. Can. J. Plant Pathol. 
26, 245–252 (2004).

 11. Hwang, S. F. et al. Blackleg (Leptosphaeria maculans) severity and yield loss in canola in Alberta. Canada. Plants (Basel) 5, 31 
(2016).

 12. Roussel, S. et al. Cytological investigation of resistance to Leptosphaeria maculans conferred to Brassica napus by introgressions 
originating from B. juncea or B. nigra B genome. Phytopathology 89, 1200–1213 (1999).

 13. Hayward, A., McLanders, J., Campbell, E., Edwards, D. & Batley, J. Genomic advances will herald new insights into the Brassica: 
Leptosphaeria maculans pathosystem. Plant Biol. 14, 1–10 (2012).

 14. Delourme, R. et al. Major gene and polygenic resistance to Leptosphaeria maculans in oilseed rape (Brassica napus). Eur. J. Plant 
Pathol. 114, 41–52 (2006).

 15. Huang, Y. J. et al. Quantitative resistance to symptomless growth of Leptosphaeria maculans (phoma stem canker) in Brassica 
napus (oilseed rape). Plant Pathol. 58, 314–323 (2009).

 16. Travadon, R. et al. Systemic growth of Leptosphaeria maculans from cotyledons to hypocotyls in oilseed rape: Influence of 
number of infection sites, competitive growth and host polygenic resistance. Plant Pathol. 58, 461–469 (2009).

 17. Flor, H. H. Current status of the gene-for-gene concept. Ann. Rev. Phytopathol. 9, 275–296 (1971).
 18. Ansan-Melayah, D. et al. Genes for race-specific resistance against blackleg disease in Brassica napus L.. Plant Breed. 117, 373–378 

(1998).
 19. Huang, Y.-J., Qi, A., King, G. J. & Fitt, B. D. L. Assessing quantitative resistance against Leptosphaeria maculans (phoma stem 

canker) in Brassica napus (oilseed rape) in young plants. PLoS ONE 9, e84924 (2014).
 20. Pinochet, X. et al. Towards a durable management of genetic resistances to Leptosphaeria maculans. Oléagineux Corps Gras 

Lipides 10, 208–211 (2003).
 21. Rouxel, T. et al. A 10-year survey of populations of Leptosphaeria maculans in France indicates a rapid adaptation towards the 

Rlm1 resistance gene of oilseed rape. Eur. J. Plant Pathol. 109, 871–881 (2003).
 22. Sprague, S. J. et al. Major gene resistance in Brassica napus (oilseed rape) is overcome by changes in virulence of populations of 

Leptosphaeria maculans in France and Australia. Eur. J. Plant Pathol. 114, 33–40 (2006).
 23. Sprague, S. J., Marcroft, S. J., Hayden, H. L. & Howlett, B. J. Major gene resistance to blackleg in Brassica napus overcome within 

three years of commercial production in southeastern Australia. Plant Dis. 90, 190–198 (2006).
 24. Zhang, X. et al. Breakdown of Rlm3 resistance in the Brassica napus–Leptosphaeria maculans pathosystem in western Canada. 

Eur. J. Plant Pathol. 145, 659–674 (2016).
 25. Delourme, R. et al. A cluster of major specific resistance genes to Leptosphaeria maculans in Brassica napus. Phytopathology 94, 

578–583 (2004).
 26. Long, Y. et al. Identification of two blackleg resistance genes and fine mapping of one of these two genes in a Brassica napus 

canola cultivar ‘Surpass 400’. Theor. Appl. Genet. 122, 1223–1231 (2011).
 27. Raman, R. et al. Molecular mapping of qualitative and quantitative loci for resistance to Leptosphaeria maculans causing blackleg 

disease in canola (Brassica napus L.). Theor. Appl. Genet. 125, 405–418 (2012).
 28. Van de Wouw, A. P. et al. Dual control of avirulence in Leptosphaeria maculans towards a Brassica napus cultivar with ‘sylvestris-

derived’ resistance suggests involvement of two resistance genes. Plant Pathol. 58, 305–313 (2009).
 29. Yu, F., Lydiate, D. J. & Rimmer, S. R. Identification of two novel genes for blackleg resistance in Brassica napus. Theor. Appl. 

Genet. 110, 969–979 (2005).
 30. Yu, F., Lydiate, D. J. & Rimmer, S. R. Identification and mapping of a third blackleg resistance locus in Brassica napus derived 

from B. rapa subsp. sylvestris. Genome 51, 64–72 (2007).
 31. Yu, F., Gugel, R. K., Kutcher, H. R., Peng, G. & Rimmer, S. R. Identification and mapping of a novel blackleg resistance locus 

LepR4 in the progenies from Brassica napus × B. rapa subsp. sylvestris. Theor. Appl. Genet. 126, 307–315 (2013).
 32. Larkan, N. J. et al. The Brassica napus blackleg resistance gene LepR3 encodes a receptor-like protein triggered by the Leptospha-

eria maculans effector AVRLM1. New Phytol. 197, 595–605 (2013).
 33. Larkan, N. J., Ma, L. & Borhan, M. H. The Brassica napus receptor-like protein RLM2 is encoded by a second allele of the LepR3/

Rlm2 blackleg resistance locus. Plant Biotechnol. J. 13, 983–992 (2015).
 34. Jones, J. D. G. & Dangl, J. L. The plant immune system. Nature 444, 323–329 (2006).
 35. Collmer, A. et al. Pseudomonas syringae Hrp type III secretion system and effector proteins. Proc. Natl. Acad. Sci. U.S.A. 97, 

8770–8777 (2000).
 36. Block, A., Li, G., Fu, Z. Q. & Alfano, J. R. Phytopathogen type III effector weaponry and their plant targets. Curr. Opin. Plant 

Biol. 11, 396–403 (2008).
 37. Dodds, P. N. & Rathjen, J. P. Plant immunity: Towards an integrated view of plant–pathogen interactions. Nat. Rev. Genet. 11, 

539–548 (2010).
 38. Sanabria, N. M., Huang, J.-C. & Dubery, I. A. Self/nonself perception in plants in innate immunity and defense. Self Nonself 1, 

40–54 (2010).
 39. van den Burg, H. A. & Takken, F. L. W. SUMO-, MAPK-, and resistance protein-signaling converge at transcription complexes 

that regulate plant innate immunity. Plant Signal. Behav. 5, 1597–1601 (2010).
 40. Bari, R. & Jones, J. D. G. Role of plant hormones in plant defence responses. Plant Mol. Biol. 69, 473–488 (2009).
 41. Tsuda, K. & Somssich, I. E. Transcriptional networks in plant immunity. New Phytol. 206, 932–947 (2015).
 42. Bowles, D. J. Defense-related proteins in higher plants. Ann. Rev. Biochem. 59, 873–907 (1990).
 43. Eulgem, T. & Somssich, I. E. Networks of WRKY transcription factors in defense signaling. Curr. Opin. Plant Biol. 10, 366–371 

(2007).
 44. Lipka, U., Fuchs, R. & Lipka, V. Arabidopsis non-host resistance to powdery mildews. Curr. Opin. Plant Biol. 11, 404–411 (2008).
 45. Tsuda, K. & Katagiri, F. Comparing signaling mechanisms engaged in pattern-triggered and effector-triggered immunity. Curr. 

Opin. Plant Biol. 13, 459–465 (2010).



16

Vol:.(1234567890)

Scientific Reports |         (2021) 11:4407  | https://doi.org/10.1038/s41598-021-83267-0

www.nature.com/scientificreports/

 46. Henry, E., Yadeta, K. A. & Coaker, G. Recognition of bacterial plant pathogens: Local, systemic and transgenerational immunity. 
New Phytol. 199, 908–915 (2013).

 47. Conrath, U. Systemic acquired resistance. Plant Signal. Behav. 1, 179–184 (2006).
 48. Wang, D., Amornsiripanitch, N. & Dong, X. A genomic approach to identify regulatory nodes in the transcriptional network 

of systemic acquired resistance in plants. PLoS Pathog. 2, e123 (2006).
 49. Van Verk, M. C., Hickman, R., Pieterse, C. M. J. & Van Wees, S. C. M. RNA-Seq: Revelation of the messengers. Trends Plant Sci. 

18, 175–179 (2013).
 50. Han, Y., Gao, S., Muegge, K., Zhang, W. & Zhou, B. Advanced applications of RNA sequencing and challenges. Bioinform. Biol. 

Insights 9, 29–46 (2015).
 51. Becker, M. G. et al. Transcriptome analysis of the Brassica napus–Leptosphaeria maculans pathosystem identifies receptor, 

signaling and structural genes underlying plant resistance. Plant J. 90, 573–586 (2017).
 52. Zhou, T. et al. Transcriptional insight into Brassica napus resistance genes LepR3 and Rlm2-mediated defense response against 

the Leptosphaeria maculans infection. Front. Plant Sci. https:// doi. org/ 10. 3389/ fpls. 2019. 00823 (2019).
 53. Becker, M. G. et al. Transcriptome analysis of Rlm2-mediated host immunity in the Brassica napus–Leptosphaeria maculans 

pathosystem. Mol. Plant-Microbe Interact. 32, 1001–1012 (2019).
 54. Fu, F. et al. Fine mapping of Brassica napus blackleg resistance gene Rlm1 through bulked segregant RNA sequencing. Sci. Rep. 

9, 14600 (2019).
 55. Mortazavi, A., Williams, B. A., McCue, K., Schaeffer, L. & Wold, B. Mapping and quantifying mammalian transcriptomes by 

RNA-Seq. Nat. Methods 5, 621–628 (2008).
 56. Benjamini, Y. & Yekutieli, D. The control of the false discovery rate in multiple testing under dependency. Ann. Stat. 29, 

1165–1188 (2001).
 57. Robinson, M. D., McCarthy, D. J. & Smyth, G. K. edgeR: A Bioconductor package for differential expression analysis of digital 

gene expression data. Bioinformatics 26, 139–140 (2009).
 58. Love, M. I., Huber, W. & Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome 

Biol. 15, 550 (2014).
 59. Conesa, A. & Götz, S. Blast2GO: A comprehensive suite for functional analysis in plant genomics. Int. J. Plant Genomics 2008, 

619832–619832 (2008).
 60. Durinck, S., Spellman, P. T., Birney, E. & Huber, W. Mapping identifiers for the integration of genomic datasets with the R/

Bioconductor package biomaRt. Nat. Protoc. 4, 1184–1191 (2009).
 61. Yu, G., Wang, L.-G., Han, Y. & He, Q.-Y. clusterProfiler: An R package for comparing biological themes among gene clusters. 

OMICS 16, 284–287 (2012).
 62. Langfelder, P. & Horvath, S. WGCNA: An R package for weighted correlation network analysis. BMC Bioinform. 9, 559 (2008).
 63. Livak, K. J. & Schmittgen, T. D. Analysis of relative gene expression data using real-time quantitative PCR and the 2(-Delta Delta 

C(T)) method. Methods 25, 402–408 (2001).
 64. Raman, R. et al. Molecular mapping and validation of Rlm1 gene for resistance to Leptosphaeria maculans in canola (Brassica 

napus L.). Crop Pasture Sci. 63, 1007–1017 (2012).
 65. Chen, J. et al. Reprogramming and remodeling: Transcriptional and epigenetic regulation of salicylic acid-mediated plant defense. 

J. Exp. Bot. 71, 5256 (2020).
 66. Pieterse, C. M. J., Does, D. V. D., Zamioudis, C., Leon-Reyes, A. & Wees, S. C. M. V. Hormonal modulation of plant immunity. 

Annu. Rev. 28, 489–521 (2012).
 67. Chen, C. & Chen, Z. Potentiation of developmentally regulated plant defense response by AtWRKY18, a pathogen-induced 

Arabidopsis transcription factor. Plant Physiol. 129, 706–716 (2002).
 68. Higashi, K. et al. Modulation of defense signal transduction by flagellin-induced WRKY41 transcription factor in Arabidopsis 

thaliana. Mol. Genet. Genomics 279, 303–312 (2008).
 69. Hu, Y., Dong, Q. & Yu, D. Arabidopsis WRKY46 coordinates with WRKY70 and WRKY53 in basal resistance against pathogen 

Pseudomonas syringae. Plant Sci. 185–186, 288–297 (2012).
 70. Wu, K. L., Guo, Z. J., Wang, H. H. & Li, J. The WRKY family of transcription factors in rice and Arabidopsis and their origins. 

DNA Res. 12, 9–26 (2005).
 71. Lee, H. et al. Rice WRKY11 plays a role in pathogen defense and drought tolerance. Rice 11, 5 (2018).
 72. van Loon, L. C., Rep, M. & Pieterse, C. M. J. Significance of inducible defense-related proteins in infected plants. Ann. Rev. 

Phytopathol. 44, 135–162 (2006).
 73. Mérillon, J. M. & Ramawat, K. G. (eds) Plant Defence: Biological Control 379–403 (Springer, Berlin, 2012).
 74. Stotz, H. U., Mitrousia, G. K., de Wit, P. J. & Fitt, B. D. Effector-triggered defence against apoplastic fungal pathogens. Trends 

Plant Sci. 19, 491–500 (2014).
 75. Robert-Seilaniantz, A., Grant, M. & Jones, J. D. G. Hormone crosstalk in plant disease and defense: More than just jasmonate-

salicylate antagonism. Ann. Rev. Phytopathol. 49, 317–343 (2011).
 76. De Vleesschauwer, D., Gheysen, G. & Höfte, M. Hormone defense networking in rice: Tales from a different world. Trends Plant 

Sci. 18, 555–565 (2013).
 77. Kazan, K. & Lyons, R. Intervention of phytohormone pathways by pathogen effectors. Plant Cell 26, 2285–2309 (2014).
 78. Kazan, K. & Manners, J. M. Linking development to defense: Auxin in plant-pathogen interactions. Trends Plant Sci. 14, 373–382 

(2009).
 79. Choi, J., Choi, D., Lee, S., Ryu, C.-M. & Hwang, I. Cytokinins and plant immunity: old foes or new friends?. Trends Plant Sci. 

16, 388–394 (2011).
 80. Fu, J. & Wang, S. Insights into auxin signaling in plant-pathogen interactions. Front. Plant Sci. 2, 74–74 (2011).
 81. Großkinsky, D. K. et al. Cytokinins mediate resistance against Pseudomonas syringae in tobacco through increased antimicrobial 

phytoalexin synthesis independent of salicylic acid signaling. Plant Physiol. 157, 815–830 (2011).
 82. Argueso, C. T. et al. Two-component elements mediate interactions between cytokinin and salicylic acid in plant immunity. 

PLoS Genet. 8, e1002448–e1002448 (2012).
 83. Yang, D. L., Yang, Y. & He, Z. Roles of plant hormones and their interplay in rice immunity. Mol. Plant 6, 675–685 (2013).
 84. Šašek, V. et al. Recognition of avirulence gene AvrLm1 from hemibiotrophic ascomycete Leptosphaeria maculans triggers salicylic 

acid and ethylene signaling In Brassica napus. Mol. Plant-Microbe Interact. 25, 1238–1250 (2012).
 85. Spoel, S. H. & Dong, X. Making sense of hormone crosstalk during plant immune responses. Cell Host Microbe 3, 348–351 

(2008).
 86. Thaler, J. S., Humphrey, P. T. & Whiteman, N. K. Evolution of jasmonate and salicylate signal crosstalk. Trends Plant Sci. 17, 

260–270 (2012).
 87. Halim, V. A. et al. PAMP-induced defense responses in potato require both salicylic acid and jasmonic acid. Plant J. 57, 230–242 

(2009).
 88. Lemarié, S. et al. Both the jasmonic acid and the salicylic acid pathways contribute to resistance to the biotrophic clubroot agent 

Plasmodiophora brassicae in Arabidopsis. Plant Cell Physiol. 56, 2158–2168 (2015).

https://doi.org/10.3389/fpls.2019.00823


17

Vol.:(0123456789)

Scientific Reports |         (2021) 11:4407  | https://doi.org/10.1038/s41598-021-83267-0

www.nature.com/scientificreports/

 89. Mur, L. A., Kenton, P., Atzorn, R., Miersch, O. & Wasternack, C. The outcomes of concentration-specific interactions between 
salicylate and jasmonate signaling include synergy, antagonism, and oxidative stress leading to cell death. Plant Physiol. 140, 
249–262 (2006).

 90. Pandey, S. P. & Somssich, I. E. The role of WRKY transcription factors in plant immunity. Plant Physiol. 150, 1648–1655 (2009).
 91. Benhamou, N., Grenier, J. & Chrispeels, M. J. Accumulation of β-fructosidase in the cell walls of tomato roots following infection 

by a fungal wilt pathogen. Plant Physiol. 97, 739–750 (1991).
 92. Dzhavakhiya, V. G., Ozeretskovskaya, O. L. & Zinovyeva, S. V. Immune response. In Comprehensive and Molecular Phytopathol-

ogy (eds Dyakov, Y. T. et al.) 265–314 (Elsevier, Amsterdam, 2007).
 93. Nathalie, L.-C. & Bouhidel, K. Plasma membrane protein trafficking in plant-microbe interactions: A plant cell point of view. 

Front. Plant Sci. 5, 735–735 (2014).
 94. Uemura, T. & Nakano, A. Plant TGNs: Dynamics and physiological functions. Histochem. Cell Biol. 140, 341–345 (2013).
 95. Nagaraj, S., Senthil-Kumar, M., Ramu, V. S., Wang, K. & Mysore, K. S. Plant ribosomal proteins, RPL12 and RPL19, play a role 

in nonhost disease resistance against bacterial pathogens. Front. Plant Sci. 6, 1192 (2016).
 96. Ramu, V. S. et al. Ribosomal protein QM/RPL10 positively regulates defence and protein translation mechanisms during nonhost 

disease resistance. Mol. Plant Pathol. 21, 1481–1494 (2020).
 97. Kundu, N., Dozier, U., Deslandes, L., Somssich, I. E. & Ullah, H. Arabidopsis scaffold protein RACK1A interacts with diverse 

environmental stress and photosynthesis related proteins. Plant Signal. Behav. 8, e24012 (2013).
 98. Nakashima, A. et al. RACK1 functions in rice innate immunity by interacting with the Rac1 immune complex. Plant Cell 20, 

2265–2279 (2008).
 99. Wen, L. Cell death in plant immune response to necrotrophs. J Plant Biochem. Physiol. 1, e103 (2013).
 100. Dickman, M. B. & de Figueiredo, P. Death be not proud—Cell death control in plant fungal interactions. PLoS Pathog. 9, e1003542 

(2013).
 101. Alfano, J. R. & Collmer, A. Bacterial pathogens in plants: Life up against the wall. Plant Cell 8, 1683–1698 (1996).
 102. Walton, J. D. Host-selective toxins: Agents of compatibility. Plant Cell 8, 1723–1733 (1996).
 103. Lorang, J. M., Sweat, T. A. & Wolpert, T. J. Plant disease susceptibility conferred by a “resistance” gene. PNAS 104, 14861–14866 

(2007).
 104. Keon, J. et al. Transcriptional adaptation of Mycosphaerella graminicola to programmed cell death (PCD) of its susceptible wheat 

host. Mol. Plant-Microbe Interact. 20, 178–193 (2007).

Acknowledgements
We thank Dr. G Séguin-Swartz (AAFC Saskatoon Research and Development Centre) for providing the seed of 
DH24288 for this study. This research was funded by Canola Agronomy Research Program coordinated by Canola 
Council of Canada (https:// www. canol acoun cil. org) under the Grant CARP 2015-12 entitled “Understanding the 
mechanisms for race-specific and non-specific resistance for effective use of cultivar resistance against blackleg 
of canola in Western Canada”.

Author contributions
Conceptualization, G.P. and F.Y.; methodology, C.Z., X.L., T.S. and F.Y.; software, C.Z. and T.S.; validation, C.Z. 
and X.L.; formal analysis, C.Z. and T.S.; writing, original draft preparation, C.Z.; review and editing, C.Z. and 
G.P.; supervision, G.P.; funding acquisition, G.P. All authors have read and agreed to the published version of 
manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 021- 83267-0.

Correspondence and requests for materials should be addressed to G.P.

Reprints and permissions information is available at www.nature.com/reprints.

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

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© Crown 2021

https://www.canolacouncil.org
https://doi.org/10.1038/s41598-021-83267-0
https://doi.org/10.1038/s41598-021-83267-0
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Genome-wide transcriptome reveals mechanisms underlying Rlm1-mediated blackleg resistance on canola
	Methods
	Plant material, fungal isolates and growth conditions. 
	Cotyledon inoculation and sample preparation. 
	RNA isolation, library construction and sequencing. 
	Read mapping and gene-expression analysis. 
	Gene ontology (GO) and Kyoto encyclopedia of genes and genomes (KEGG). 
	Gene co-expression analysis and heat map generation. 
	Assessment of RNA-seq data quality with qRT-PCR. 
	Hormone treatments to validate pathways identified with RNA-seq analysis. 

	Results
	Response of DH24288 to virulent and avirulent Lm isolates. 
	Global analysis of RNA-seq libraries. 
	DEGs in response to Lm infection. 
	GO classification and enrichment analyses. 
	KEGG pathway enrichment analysis. 
	Core genes involved in Rlm1-mediated defense network against avirulent Lm. 
	Recognition of Lm infection by receptor-like protein kinases R proteins. 
	Phytohormone signaling in response to Lm inoculation. 
	WRKY TFs responsive to Lm inoculation. 
	Pathogenesis-related (PR) proteins in response to Lm infection. 

	Gene co-expression modules regulating Rlm1-mediated resistance. 
	Validation of RNA-seq data. 

	Discussion
	Both PTI and ETI are involved in host defense responses mediated by Rlm1. 
	Both SA and JA may be required for the activation of Rlm1-mediated resistance. 
	TFs and defense-related proteins. 
	“Protein targeting to membrane”, “ribosome” and “programmed cell death”. 
	SAR is not induced by Rlm1. 

	References
	Acknowledgements


