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Abstract 

Background and objectives: Phytophthora ramorum severely affects both European larch (EL) and Japanese larch (JL) 
trees as indicated by high levels of mortality particularly in the UK. Field observations suggested that EL is less severely 
affected and so may be less susceptible to P. ramorum than JL; however, controlled inoculations have produced incon-
sistent or non-statistically significant differences. The present study aimed to compare RNA transcript accumulation pro-
files in EL and JL in response to inoculation with P. ramorum to improve our understanding of their defence responses.

Methodology: RNA-sequencing was carried out on bark tissues following the inoculation with P. ramorum of potted 
saplings in both EL and JL carried out under controlled environment conditions, with sampling at 1, 3, 10, and 25 days 
post inoculation in infected and control plants.

Results: All of the inoculated trees rapidly developed lesions but no statistically significant differences were found in 
lesion lengths between EL and JL. RNA-Sequencing comparing control and inoculate saplings identified key differ-
ences in differentially expressed genes (DEGs) between the two larch species. European larch had rapid induction of 
defence genes within 24 hours of infection followed by sustained expression until 25 days after inoculation. Results in 
JL were more varied; upregulation was stronger but more transient and represented fewer defence pathways. Gene 
enrichment analyses highlighted differences in jasmonate signalling and regulation including NPR1 upregulation in 
EL only, and specific aspects of secondary metabolism. Some DEGs were represented by multiple responsive copies 
including lipoxygenase, chalcone synthase and nucleotide-binding, leucine-rich-repeat genes.

Conclusion: The variations between EL and JL in responsive DEGs of interest as potentially related to differences 
seen in the field and should be considered in the selection of trees for planting and future breeding.
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Background
The emergence of sudden larch death in the UK was 
the first record of P. ramorum causing widespread and 
lethal damage to any conifer species [1]. Two lineages of 
P. ramorum are present in the UK, the EU1 lineage was 

first found causing mortality in larch in south-west Eng-
land in 2009 [1] and the EU2 lineage which caused wide-
spread mortality in larch in south-west Scotland in2012 
[2]. Early observations indicated that European larch (EL) 
(Larix decidua Mill.) may be less susceptible than Japa-
nese Larch (JL) (Larix kaempferi (Lamb.) Carr.) to infec-
tion by P. ramorum. The lower frequency of resinous 
bark lesions in EL compared to JL provided indications of 
putative differential susceptibility in field grown trees [3]. 
In addition, JL is strongly overrepresented in Statutory 
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Plant Health Notices (SPHNs) as issued for public (For-
estry Commission) land in England. Out of the 217 such 
SPHNs between 2013 and 2020, which identified the 
larch species concerned, only six were for plantations of 
EL whereas 194 and 17 were for JL and hybrids of the two 
species (Larix × marschlinsii Syn. L. × eurolepis), respec-
tively (A. Mistry, 2021, personal communication). These 
observations raised the question whether EL could be 
retained as a viable timber species in the UK in response 
to the emergence of the disease. However, comparative 
studies found that the development of lesions in EL and 
JL following artificial inoculations under controlled con-
ditions was highly variable (summarized below); there-
fore, other methods to investigate differences between 
the two species are required to shed light into this puta-
tive difference between larch species. Transcriptome 
analysis by RNA-sequencing (RNA-Seq) [4] allows the 
use of high-throughput sequencing to investigate the 
host responses to infection at the level of gene expression 
changes which indicate the signalling, regulatory and 
metabolic pathways involved.

Japanese larch was thought to be relatively unaffected 
by major diseases-as larch canker (Lachnellula willkom-
mii) does not cause severe disease on JL compared to EL 
[5]. Other pests and pathogens were mostly minor and 
did not cause widespread mortality. However,the arrival 
of P. ramorum in south-west England in 2009 caused 
unprecedented widespread mortality [6]. The records do 
not always identify the species of larch but in 2009, EL 
accounted for 14.6% of the total larch plantations and JL 
for 58.4%, with the remainder unclassified at species level 
(on Forestry Commission land in England). However, by 
2021 only 19% of the EL had been felled due to SPHNs, 
compared to 30.8% of the JL, with JL accounting for 
75.5% of all the larch felled over this period (A. Mistry, 
2021, personal communication). Therefore, the greater 
volume of diseased JL over EL suggests higher suscep-
tibility to P. ramorum in JL compared than EL, and not 
only more extensive plantation of JL.

Studies comparing the responses of EL and JL to P. 
ramorum reported different results depending on the 
inoculation method used, tissue type studied, lineage 
of P. ramorum tested, and the metric used to record the 
results. Harris and Webber [3] initially reported that EL 
had fewer resinous bark lesions caused by P. ramorum 
in field conditions but formed larger bark lesions fol-
lowing inoculation in the laboratory compared to JL. 
Further studies using mycelial inoculations with differ-
ent lineages onto the bark of logs cut from mature trees 
reported larger lesions on JL than EL, although differ-
ences were not statistically significant [7, 8] and that JL 
had more susceptible bark than EL [9]. Zoospore inocu-
lation using the EU1 lineage on potted intact seedlings 

resulted in longer lesion lengths at 21 days post inocula-
tion (dpi) on JL compared with EL (80 mm and 61 mm, 
respectively); however, mortality of EL was higher than 
JL at 55 dpi (46.7 and 33.3%, respectively) [10]. RNA-seq 
analysis of the response to infection with the EU2 line-
age found more defence genes expressed in EL than JL 
and downregulation of some defence related pathways 
in JL [11] thus suggesting that EL is more resistant to P. 
ramorum infection than JL. Further analysis of the genes 
expressed in response to infection could help to clarify 
these complex and contradictory observations and, help 
to elucidate the changes in gene expression that underpin 
the defence response.

The general strategy of plant resistance to disease is 
summarised as a zig-zag in stages of immunity and sus-
ceptibility [12]. Plant transmembrane pattern recognition 
receptors are able to recognise conserved pathogen-
associated molecular patterns (PAMPs). This leads to 
activation of primary defence responses including cal-
lose deposition, cell wall remodelling and accumula-
tion of defence-related proteins [13] which is known as 
PAMP-triggered-immunity (PTI). In the second stage, 
the pathogen develops effector molecules to suppress or 
manipulate PTI and the host evolves resistance genes (R 
genes) which can recognise and combat the effectors. 
This results in an arms race of co-evolution between host 
and pathogen as they each evolve defence and counter-
defence to overcome the other. This arms race has been 
well studied in Phytophthoras that infect crop plants, 
such as P. sojae in soybean (Glycine max) [14] and P. 
infestans in potato (Solanum tuberosum) [15, 16].

Resistance to pathogens may also result from varia-
tion in host expression of secondary metabolites, which 
can be constitutive, formed during normal development 
regardless of outside influences, or induced, expressed in 
response to infection. Secondary metabolites can be part 
of the defence response interacting with the pathogen 
directly [17]. Gallic acid and tyrosol have strong inhibi-
tory effects on growth in vitro bioassays against various 
Phytophthora species including P. ramorum [18]. Indirect 
effects may be observed with the accumulation of sig-
nalling molecules such as salicylates and jasmonic acid, 
which induce further defence responses [17].

Variations in the accumulation of secondary metabo-
lites have been linked to differences in susceptibility to P. 
ramorum in Californian coast live oak (Quercus agrifolia) 
[18, 19]. Higher constitutive levels of the tyrosol deriva-
tive ellagic acid were found in putatively resistant trees 
in comparison to their susceptible neighbours [19]. The 
levels of gallic and ellagic acid increased in the phloem of 
coast live oak infected by P. ramorum and levels of tyrosol 
and ellagic acid increased in healthy phloem 60 cm away 
from the lesion margin [18]. Analyses of the underlying 
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changes in gene expression may help to reveal mecha-
nisms responsible for differences in secondary metabo-
lites levels as seen in coast live oak.

Investigations of the interactions between P. ramorum 
and both JL and EL through analysis of RNA expres-
sion could identify candidate host defences and immune 
responses. The use of RNA-seq allows the study of the 
RNA transcript accumulation profiles in response to 
inoculation. These RNA profiles could be indicative of 
molecular interactions between host and pathogen and 
may identify where differences in response between EL 
and JL occur and lead to hypotheses regarding underly-
ing mechanisms. The objectives of this study were (i) 
investigate RNA transcript accumulation profiles in the 
response of JL and EL to inoculation with P. ramorum (ii) 
identify the defence response pathways that are activated 
in response to infection (iii) consider the differences in 
response between JL and EL.

Results
Inoculation of larch seedlings with P. ramorum and lesion 
development
We examined lesion development in potted saplings of 
EL and JL inoculated with P. ramorum zoospores and 
sporangia compared to non-inoculated controls in a 
greenhouse experiment using a randomized block design. 
The saplings were inoculated at two distinct positions 
along the stem and the length of resulting lesions were 
measured under the bark (Fig. S1) in a subset of trees 
at 1, 3, 10 and 25 days post inoculation (dpi) to investi-
gate putative differences between in EL and JL (Table  1 
and see Methods, for details). There was no lesion 
development on the control trees (data not shown) and 
no lesions were observed at 1 dpi in inoculated trees 
(Fig. 1). Small lesions (2–11 mm) were observed on four 
inoculated trees at 3 dpi, and by 10 dpi all inoculated 
trees had well developed lesions (20–110 mm). In three 
of the trees at 10 dpi and 8 of the trees at 25 dpi, the 
lesions from the two inoculation points had extended 

so that the two lesions had merged into one. There-
fore, the lesion length was recorded as a single value of 
total length of the two lesions for all trees, regardless of 
whether lesions had merged or not. At 10 dpi the average 
total length for the two lesions combined on each tree 
was 69.6 mm (SD = 42.3) and 81.6 mm (SD = 44.0), for 
EL and JL, respectively. At 25 dpi the average combined 
lesion length was 178.1 mm (SD = 68.7), and 168.3 mm 
(SD = 69.8) for EL and JL, respectively (Fig. 1). The data 
suggested a more rapid early development of lesions in JL 
and a later development in EL. At 10 dpi, the total lesion 
length was 17.2% longer in JL but the lengths were varia-
ble within species and the difference between species was 
not statistically significant (two sample T-tests; t [13]= 
-0.53423, p > 0.05) or 25 dpi (t [14]= 0.28067, p > 0.05).

RNA sequencing and identification of differentially 
expressed genes
We analysed transcriptome changes by RNA-Seq in a 
minimum N = 4 independent plants from each of the spe-
cies (EL, JL) and treatment (inoculated, controls) combi-
nations, and at each of the sampling time points (1, 3, 10, 
25 dpi) (Table 1 and see Methods, for details). Sequenc-
ing on an Illumina NovaSeq6000 yielded an average of 24 
million raw reads per sample (see Fig. 2 for details of data 
analysis). The reads were processed and then mapped to 
the reference transcriptome of Larix laricina (Du Roi) 
K. Koch [20]. There was no significant difference in the 
proportion of mapped transcriptome between EL and JL 
(two-sample t-test, t [68]=0.53681, p = 0.5931), thus jus-
tifying a fair comparison between the two species against 
the reference transcriptome. A total of 50,658 transcripts 
were identified across all the samples, of these 26,757 
(53%) were matched to annotated genes in the Arabidop-
sis information resource (TAIR) database.

To test whether it was possible to comparatively analyse 
the differential gene expression in both the host (EL and 
JL) and the pathogen (P. ramorum), the reads were also 
mapped to the reference transcriptome of Phytophtora 

Table 1 Number of samples analysed by RNA-sequencing. At 25 dpi, there were high levels of intraspecific variation in lesion lengths 
in both JL and EL and so samples were selected to ensure both long and short lesion individuals were included the analysis

1 dpi 3 dpi 10 dpi 25 dpi Lesion 
length at 
25 dpi

European larch Inoculated 4 4 4 7 4 long
3 short

Control 4 4 4 4 N/A

Japanese larch Inoculated 4 4 4 8 4 long
4 short

Control 4 4 4 4 N/A
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ramorum but the mapping rate was very low (~ 1–2%) 
and highly variable among the innoculated samples (Fig. 
S2). We also investigated the normalised expression 
of elicitin and elicitin-like genes, as they are thought to 
facilitate sporulation and may serve as an indicator of 
virulence [21]. However, owing to the low and variable 
mapping rate, their expressions had significant stand-
ard errors and we concluded that the reads mapped to P. 
ramorum could not be used for further analysis (Fig. S3).

A principal component analysis (PCA) of all the gene 
expression data indicated a clear differentiation of control 
and infected trees, except for the 1dpi samples from inoc-
ulated trees, which had no visible lesions and clustered 
with the controls (Fig.  3). The PC1 and PC2 accounted 
for 22.89 and 6.17% of the variance respectively. Time (as 
dpi) is partially separated along the y-axis with more of 
the 25dpi samples gathered towards the top of the graph. 
When labelled with species identifiers, the same PCA 
shows a slight but non-diagnostic separation between EL 
and JL from top to bottom (Fig. S4). When the species 

were considered separately, similar trends were observed, 
i.e. overlap between the control and inoculated trees at 
1dpi, clear separation between control and infected trees 
at subsequent time points and earlier time points clus-
tered more closely together compared to the 25dpi sam-
ples showing greater spread (Fig. S5).

Analysis of mapped RNA-Seq data by using DESeq2 
[22] identified more differentially expressed genes 
(DEGs) in JL than EL when comparing treatment and 
control. The DESeq2 analysis found 7500 DEGs in JL and 
4964 DEGs in EL through the modelling of differential 
expression between the inoculated and control treat-
ments (Table  2). Fewer DEGs were found for each spe-
cies through the modelling of differential expression over 
time and only a small subset of the transcripts had sig-
nificant time x treatment interaction.

The numbers of DEGs with a significant interaction 
between treatment and time were 479 in JL and 152 in 
EL, with 22 found in both species (Fig.  4a), and func-
tional annotations were found for a large fraction of the 

Fig. 1 Lesion lengths on European larch (EL) and Japanese larch (JL) at 1,3,10 and 25 days post inoculation with P. ramorum. Error bars indicate 
standard error. n = 8-10 for each time point. There was no lesion development in the control treatment and this data is not shown
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DEGs (Fig. 4b). Enrichment analysis with The Database 
for Annotation, Visualization and Integrated Discovery 
(DAVID) (v6.8) [23, 24] only identified significant gene 
ontology (GO) terms for cellular component in both spe-
cies (Table S1) and Kyoto Encyclopaedia of Genes and 
Genomes (KEGG) pathways only in JL (Table S2).

In contrast, the DEGs with a significant treatment 
effect were more numerous and had a high over-
lap between the two larch species (Fig.  4c). We found 
slightly more downregulated than upregulated genes 
for both species; 3873 compared to 3627 upregulated in 
JL and 2849 compared to 2115 upregulated in EL. The 
functionally annotated DEGs (5690 JL genes and 3768 
EL genes) were categorized by using DAVID [23, 24]
into 34 and 32 main groups for JL and EL, respectively, 
across GO categories of Molecular Function, Cellu-
lar Component and Biological Process. We carried out 
enrichment analysis in DAVID and this identified few 
statistically significant Molecular Function terms (Table 

S3) and a moderate number of Biological Processes 
terms (Fig.  5a). Many of these Biological Processes 
terms were shared between the two species including 
translation, response to salt stress, response to wound-
ing, response to chitin and jasmonic acid biosynthetic 
process. For the Cellular Component terms there were 
over 20 significantly enriched terms in both JL and EL, 
many being related and many being different between 
the species (Fig. S6). The significantly enriched KEGG 
pathway terms include six pathways shared between 
JL and EL: biosynthesis of antibiotics, biosynthesis of 
amino acids, ribosome, carbon metabolism, cysteine 
and methionine metabolism and flavonoid biosynthesis 
(Fig. 5b).

The DEGs were clustered separately for EL and JL by 
their expression profiles over time in DESeq2, resulting 
in 19 clusters (Fig.  6) and 24 clusters (Fig.  7), respec-
tively. The expression clusters (referenced with an E- or 
J- prefix to denote their origin) served to inform our 

Fig. 2 Pathway of analysis of the RNA-sequencing data from European and Japanese larch following inoculation with P. ramorum sporangial 
suspensions
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understanding of the genes from the enriched GO terms 
and KEGG pathways.

Changes in expression related to jasmonic acid
Jasmonic acid (JA) biosynthesis genes were overrepre-
sented in the enrichment analysis in both species, with 
the same 15 DEGs in both species (Table 3), which were 
part of expression profiles E1, E2, E3, E4 and E7 (Fig. 6, 
Fig. S7a) and J2, J3, J4 and J6 (Fig.  7, Fig. S8a). All of 
these clusters followed a similar pattern of rapid increase 
in expression in the inoculated plants between 1- and 
3-dpi compared to the controls. However, after 3 dpi the 
expression differed slightly between the two species. In 
EL the expression continued to increase over subsequent 
days (cluster E1) or is maintained at a high level (clusters 
E2, E3, E4 and E7) to the end of the experiment at 25 dpi. 
In JL the rapid increase in expression between 1 and 3 dpi 
was followed by a decrease (clusters J2, J3, J4 and J6) to 
the end of the experiment at 25 dpi.

Three of the larch genes were similar to Arabidopsis 
thaliana lipoxygenase (LOX) genes: AT1G55020- LOX1, 
AT1G17420-LOX3 and AT1G72520- LOX4. LOX genes 
are well characterised for their role in rapid jasmonate 
synthesis after wounding and in response to infection. The 
expression profiles of putative LOX genes show differences 
between EL and JL. The expression of LOX1 homologs 
was consistently upregulated compared to the control in 
both species. There was a small gene family of sequences 
that mapped to LOX1; six genes in EL and seven genes in 
JL (Fig. 8), with a range of response levels but all of them 
had higher expression than the controls. The most notable 
increase was in the gene that maps to LOX3 (Fig. S9). The 
EL sequence increased sharply between 1 and 3 dpi and 
continues to increase to 25 dpi. In JL there was a greater 
increase between 1 and 3 dpi followed by a more gradual 
increase to 10 dpi and then decreasing, although the final 
expression level was similar between the two species. In 
LOX4 there was a high level of overexpression in both EL 
and JL in response to infection whereas the control trees 
had sharply decreasing expression toward the end of the 
experiment (Fig. S10).

European larch also had an overrepresentation of 
genes in the regulation of jasmonic acid mediated sig-
nalling pathway and response to jasmonic acid as indi-
cated by their expression clustering results (Table S4 
and Fig. S7a). In the regulation of jasmonic acid medi-
ated signalling pathway, all of the expression clusters had 
a similar pattern of rapid upregulation after inoculation 
followed by sustained expression, except for the genes in 

Fig. 3 Principal component analysis of the overall set of gene expression in European and Japanese larch following inoculation with P. ramorum 
sporangial suspensions, indicating the sampling time of the samples. For treatment C = control and I = inoculated, Time is days post inoculation

Table 2 Total number of differentially expressed genes identified 
for each larch species after inoculation with P. ramorum sporangial 
suspensions using DEG analysis (DEseq2)

Factor European larch Japanese larch

Treatment 4964 7500

Time 5189 5966

Treatment x time 152 479
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clusters E6 and E13 which had a pattern of downregu-
lation compared to the control. The gene in cluster E13 
(AT1G64280) encodes an NPR1 homolog, a key regula-
tor of the salicylic acid (SA)-mediated systemic acquired 
resistance pathway. In the response to jasmonic acid 
pathway most of the genes had rapid upregulation after 
inoculation followed by sustained expression. Here, there 
were two genes in cluster E13, a sequence similar to 
AT2G39940, which encodes proteins for the SCF COI1 
ubiquitin-ligase complexes, and a sequence similar to 
AT4G12570, which codes for ubiquitin protein ligase 5. 
Four genes in clusters E6, E16 and E17 had similar pro-
files of reduced expression after 3dpi, whilst there were 
2 genes in cluster E5 that have expression lower than the 
control treatment throughout the experiment.

Gene enrichment in metabolic pathways
Several of the pathways identified by KEGG pathway 
enrichment analysis identified in DESeq2 are likely to 
be involved in the defence response; they include bio-
synthesis of flavonoids in both species, biosynthesis of 
antibiotics in JL and biosynthesis of secondary metabo-
lites in EL.

The most overrepresented pathways were biosyn-
thesis of secondary metabolites in EL with 232 genes 
(Fig. S7b) and biosynthesis of antibiotics in JL with 157 
genes (Fig. S8b). These two pathways were similar and 
have an overlap of 111 shared genes, whilst 121 genes 
are only found in biosynthesis of secondary metabolites 
and 46 genes are only found in biosynthesis of antibiot-
ics. The secondary metabolites pathways included the 

Fig. 4 Numbers of differentially expressed genes identified by using DESeq2 for European larch (EL) and Japanese larch (JL) following inoculation 
with P. ramorum sporangial suspensions. Total number of genes (a) and the genes that have TAIR annotation, multiple genes from EL and JL have 
the same TAIR annotation leading to a larger overlap between the two groups (b), with a significant interaction between treatment and time. c 
genes with up or down regulation by log2 fold change with a significant effect of treatment
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Fig. 5 Significantly enriched Biological Process GO terms (a) and enriched KEGG pathways (b) in European larch and Japanese larch following 
inoculation with P. ramorum sporangial suspensions. Enrichments were determined by using David v6.8 (P-value corrected according to BH) based 
on the terms of the DEGs with significant effect of treatment determined in DESeq2
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biosynthesis of phenylpropanoids (Fig. S11), flavonoids, 
terpenoid backbone and isoquinoline alkaloids. The 
antibiotics pathway included the biosynthesis of tro-
pane, piperidine and pyridine alkaloid, terpenoid back-
bone and isoquinoline alkaloids.

A group of 11 genes resulted in enrichment of the fla-
vonoid biosynthesis pathway in both JL and EL, repre-
senting most of the steps in the pathway (Fig. S12). In 
EL the expression profile of these genes matched clus-
ters E1, E2, E3 and E7 (Fig. S7b), with a rapid increase in 

expression in the inoculated plants between 1- and 3-dpi 
followed by a slow increase over subsequent days (cluster 
E1) or maintained a high level of expression (clusters E2, 
E3 and E7) to the end of the experiment at 25 dpi. In JL 
the genes were in clusters J2, J3, J4, J5 and J17 (Fig. S8b), 
which showed an early and rapid increase in expression 
between 1 and 3 dpi followed by a fall in expression after 
3 dpi (clusters J2, J3, J4) or 10 dpi (clusters J5 and J17).

Both species had multiple genes mapping to each 
enzyme in the pathway, with 4 (min = 1, max = 15) 

Fig. 6 Expression profile clustering of DEGs with a significant effect of treatment determined by DESeq2, in European larch. The first number in 
each heading is the identifying number of that expression profile cluster, followed by the number of genes within that profile. Red lines represent 
the control treatment (C) and blue lines represent the inoculated treatment (I)
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and 6.4 (min = 2, max = 26) sequences on average 
in EL and JL, respectively. Of particular interest was 
chalcone synthase (AT5G13930), which had the larg-
est associated gene families, with 15 EL genes and 26 
JL genes mapping to it (Fig. S13). All the transcripts 
that mapped to chalcone synthase in both species were 
upregulated in the inoculated trees throughout the 
time course of the experiment following highly similar 
expression profiles.

Carbon metabolism was enriched in both JL (159 
DEGs) and EL (85 DEGs). In EL 63 DEGs (74%) were 
in expression profiles E3 and E7 (Fig. S7b) with a rapid 
increase between 1 and 3dpi and sustained expression 
between 3 and 25dpi (Fig.  6). In JL the largest group of 
DEGs (38% of the total) were in expression profile J4 
(Fig. S8b), which had a rapid increase between 1 and 
3dpi before gradually decreasing between 3 and 25dpi. A 
minority [17] of the DEGs (1% of total) were in expression 

Fig. 7 Expression profile clustering of DEGs with a significant effect of treatment determined by DESeq2, in Japanese larch. The first number in 
each heading is the identifying number of that expression profile cluster, followed by the number of genes within that profile. Red lines represent 
the control treatment (C) and blue lines represent the inoculated treatment (I)
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profiles J12, J13, J15, J16, J18, J29, J21 and J24 (Fig. S7b) 
where the expression in inoculated plants was lower than 
in the control (Fig. 7), suggesting downregulation of a few 
parts of the pathway.

Nucleotide‑binding, leucine‑rich‑repeat genes
We identified Nucleotide-binding, leucine-rich-repeat 
(NLR) genes in our DEG lists by searching the sequences 
previously identified in Larix laricina by Van Ghelder 
et  al. (2019). The NLR genes form the largest resistance 
(R) gene family in plants and are the main group of cyto-
plasmic receptors involved in the recognition of spe-
cific pathogens as part of effector-triggered immunity in 
plants. In JL, 35 DEGs matched NLR sequences and in 
EL there were 24 DEGs. The expression of these genes 
was variable, but they generally had low responsiveness, 
with some upregulated and some downregulated in the 
inoculated trees compared to the control trees (Fig.  9). 
One gene, GGJA01021702.1 was strongly upregulated 
in the first stages of response in both species and a sec-
ond, GGJA01019122.1 was also strongly upregulated in 
EL; several other genes showed upregulation to a lesser 
extent.

Genes with the greatest fold change
The average fold change per day of each transcript was 
extrapolated from the available data over the time course 

of the experiment. Many of the most upregulated genes 
with functional annotations were related to hormone 
response including gibberellin, abscisic acid, brassinos-
teroids and jasmonic acid (Table 4). Three JL transcripts 
were annotated as proteins catalysing the conversion of 
geranylgeranyl pyrophosphate to copalyl pyrophosphate 
in gibberellin biosynthesis as part of the diterpenoid bio-
synthetic process. One transcript in both species mapped 
to a beta-glucosidase involved in xyloglucan metabo-
lism. Two EL transcripts and one JL transcript mapped 
to genes in the Cytochrome P450 family which has roles 
in mediating plant growth and development, as well as 
biotic and abiotic stress responses. Two EL transcripts 
match glutathione transferases (GSTs) belonging to the 
tau class of GSTs, which has a role in response to biotic 
infections.

The genes with the highest upregulation included an 
EL homolog of AT5G07990, which is required for flavo-
noid 3’ hydroxylase activity and influences the querce-
tin/kaempferol metabolite ratio. It occupies several key 
positions in the flavonoid biosynthesis pathway (Fig. 
S14). It had a 7.5 log2 fold change in expression over the 
time course of the experiment (i.e. > 150-fold increase) 
and a rapid increase between 1- and 3-dpi and remained 
highly expressed to the end of the experiment at 25dpi. 
In contrast, a highly similar JL sequence was among the 
most downregulated genes and is in expression cluster 

Table 3 Details of the DEGs in European larch (EL) and Japanese larch (JL) that are in the enriched jasmonic acid biosynthetic process 
GO term identified by using DAVID v6.8. TAIR annotation descriptions come from The Arabidopsis Information Resource (Arabi dopsis. 
org)

TAIR gene name EL cluster 
number

JL cluster 
number

TAIR annotation

AT1G61850 E7 J4 Involved in basal jasmonic acid biosynthesis by releasing the precursor fatty acid from membrane lipids

AT3G25770 E2 J2 Encodes allene oxide cyclase which catalyzes an essential step in jasmonic acid biosynthesis

AT1G55020 E7 J4 LOX1- a Lipoxygenase which catalyzes the oxygenation of fatty acids

AT5G42650 E7 J4 Encodes a member of the cytochrome p450 CYP74 gene family that functions as an allene oxide synthase 
which catalyzes dehydration of the hydroperoxide to an unstable allene oxide in the JA biosynthetic 
pathway.

AT4G29010 E7 J4 Functions in beta-oxidation of fatty acids

AT1G17420 E1 J2 LOX3 - a Lipoxygenase which catalyzes the oxygenation of fatty acids

AT4G05160 E2 J2 Encodes a peroxisomal protein involved in the activation of fatty acids through esterification with CoA

AT2G33150 E7 J4 Encodes an organellar (peroxisome, glyoxysome) 3-ketoacyl-CoA thiolase, involved in fatty acid b-oxidation

AT1G05800 E7 J6 DGL-Encodes a galactolipase. Located in the chloroplast. Involved in the initial step of jasmonic acid biosyn-
thesis. Expressed in vegetative tissues and is necessary for the biosynthesis of basal-level JAs in vegetative 
tissues.

AT1G72520 E2 J2 LOX4 - a Lipoxygenase which catalyzes the oxygenation of fatty acids

AT2G43710 E1 J4 Encodes a stearoyl-ACP desaturase, involved in fatty acid desaturation.

AT1G76690 E2 J2 Encodes one of the closely related 12-oxophytodienoic acid reductases

AT4G16760 E3 J4 Encodes a medium to long-chain acyl-CoA oxidase. Catalyzes the first step of fatty acid beta-oxidation

AT2G06050 E4 J3 Encodes a 12-oxophytodienoate reductase that is required for jasmonate biosynthesis.

AT1G20510 E2 J4 CoA Ligase1

http://arabidopsis.org
http://arabidopsis.org
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J5 (Fig. 7). It had a steady increase in expression in the 
inoculated plants between 1- and 10-dpi followed by a 
decreased expression to the end of the experiment at 25 
dpi.

Several of the downregulated DEGs in both JL and 
EL were involved in general cell maintenance including 
transcription factors, amino acid transporter proteins 
and pump proteins. Their expression decreased rapidly 
between 1 and 3 dpi and then increased slightly over 

subsequent time points to the end of the experiment. 
In JL two of the most downregulated DEGs mapped to 
the gene AT4G11650 which is involved in the bacterial 
defence response.

Discussion
The present study investigated RNA transcript accumu-
lation in JL and EL following inoculation with P. ramo-
rum and identified responsive biological processes and 

Fig. 8 Normalised Z score expression profile of genes which map to the Arabidopsis gene LOX1 in European larch (EL) and Japanese larch (JL) 
following inoculation with P. ramorum sporangial suspensions. Error bars are standard error
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Fig. 9 Normalised Z score expression profile of genes in European larch (EL) and Japanese larch (JL) which map to the Nucleotide-binding, 
leucine-rich-repeat genes, following inoculation with P. ramorum sporangial suspensions. Error bars are standard error
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pathways to compare defences in JL and EL. A previous 
report also examined the response to P. ramorum infec-
tion in larches [11]. Our work develops new insights by 
using sporangial suspensions as opposed to mycelium for 
inoculation and by studying a longer period. This longer 
period of study revealed gene expression response pro-
files that differed between EL and JL over time. We found 
enrichment in similar pathways as well as key regulators 
and suites of genes involved in different aspects of sec-
ondary metabolism in each species.

The recent development of RNA-seq analysis [4] has 
allowed molecular investigations of the host responses to 
infection in several tree-pathogen interactions including 
apple (Malus × domestica) and Erwinia amylovora [25], 
chestnut species (Castanea mollissima and C. dentata) 
and Cryphonectria parasitica [26], western white pine 
(Pinus monticola) and Cronartium ribicola [27] and Nor-
way spruce and Chrysomyxa rhododendri [28]. RNA-seq 
has also given insight into host response to infection by 
Phytophthoras including P. nicotianae in tobacco [29] 
and P. infestans in potato [30, 31], as well as compari-
sons between the responses of similar Solanum species 
to P. infestans [32]. There are only two previous studies 
which have used RNA-seq to analyse the gene expres-
sion patterns in response to infection by P. ramorum; one 
on tanoaks (Notholithocarpus densiflorus) [33] and one 
on larches [11]. We discuss our findings in this broader 
context.

Comparing responses to P. ramorum infection in European 
and Japanese larch
The lack of statistically significant differences in lesion 
lengths between EL and JL at any of the time points sug-
gested that the two species had similar levels of suscep-
tibility to infection. This is different to reported field 
observations, which suggested that EL was more resist-
ant to stem infections [3]. Previous reports of labora-
tory inoculations were varied with some reporting larger 
lesions on JL than EL but that this difference was not 
statistically significant [7, 8]. Both Harris [7] and Har-
ris et  al. [8] used a different inoculation method, myce-
lia inoculation rather than the sporangial suspensions as 
used in the present study, but also found no statistically 
significant difference in lesion length between the two 
species. In our study, the data suggests a slightly differ-
ent rate of lesion development over time, with JL lesions 
expanding more rapidly (10 dpi) and EL lesions becom-
ing slightly larger later (25 dpi, see Fig. 1). Our study did 
not have the power to quantify or detect the differences 
as statistically significant.

Chastagner et al. [10] found that zoospore inoculation 
of potted intact seedlings resulted in longer mean lesion 
lengths at 21 dpi on JL compared to EL (80 mm and 

61 mm, respectively). Apart from using the EU1 lineage 
of P. ramorum and dipping the foliage to inoculate, Chas-
tanger’s study was the most similar to ours. Although we 
had a slightly longer incubation period of 25 days and we 
reported much longer lesions of 168 mm and 178 mm for 
JL and EL respectively, and the overall results were the 
same in that no significant difference in lesion length was 
found between EL and JL in both studies.

In the present study, we aimed to explore whether 
investigating molecular changes associated with the 
immune responses of EL and JL could shed light into dif-
ferences observed in the field and results from laboratory 
inoculations.

Overview of transcriptome changes
The transcriptome data clearly indicated a differentiation 
between inoculated and control trees, with differences 
becoming apparent from 3dpi. However, the two species 
could not be clearly differentiated at any time point with 
the PCA, suggesting fewer differences in their transcrip-
tomic responses than changes induced by infection. The 
spread of the data points showed that changes in gene 
expression have not yet developed at 1dpi. A similar 
inability to differentiate between the control and inocu-
lated treatments at 1dpi was also found in the response 
of tanoak to P. ramorum infection [33] which was linked 
to the generally slow first stages of disease progression in 
tanoaks, with lesions only visible 3–5 dpi.

We found the greatest changes in transcript abundance, 
particularly for upregulated genes, came between 1 and 
3 dpi, with less extreme changes in expression over the 
subsequent time points. Overall, this study found slightly 
more downregulated than upregulated genes. However, 
in the enriched pathways there was mostly upregulation. 
This suggests that downregulation is a general suppres-
sion of genes in many pathways, which could be part of 
the plants defence response supressing pathways that 
are not vital to the immune response. Pathogens have 
evolved mechanisms that can interfere with the plant 
defence system [12, 13] which could inhibit the expres-
sion of some of these genes. In comparison, upregulated 
genes are found in the enriched pathways suggesting that 
there is an activation of specific pathways by the plant in 
response to infection.

Hayden et  al. [33] studied the interaction between 
tanoak and P. ramorum by simultaneous RNA-sequenc-
ing of both the host and pathogen. They found that 
tanoaks showed enrichment of proteins associated with 
necrosis and disease response and P. ramorum expressed 
a variety of cellulose-binding and lectin-like proteins 
and avirulence homologs at 5 dpi. Variation in aviru-
lence homologs can suppress the host’s effector-trig-
gered immunity as not all avirulence homologs will be 
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recognised by the host, allowing the pathogen to infect 
[12]. Therefore, the presence of avirulence homologs in 
P. ramorum could be part of its effective infection strat-
egy. A study of the interaction between larches and P. 
ramorum by De La Mata Saez [11] found more defence 
pathway genes upregulated in EL than in JL. The author 
suggested that P. ramorum might be more successful in 
turning down the plant’s defence process in JL. We found 
more genes upregulated in JL but, similarly to De La 
Mata Saez [11], more defence pathways enriched in EL.

In general, a large proportion of genes in both species 
were differentially expressed suggesting a comprehensive 
change in gene expression in response to infection. Fur-
ther analysis of these enriched genes allowed us to link 
the DEGs to the pathways in which they were active and 
the resulting response in the plant.

Responsive genes and pathways
In the present study, many DEGs were overrepresented 
in processes and pathways related to stress and defence 
responses and were rapidly induced following infection 
(from 1dpi). Both species of larch had overexpression of 
the translation genes suggesting that the production of 
proteins was an increased.

This study also found similarities in EL and JL with 
enrichment in response to wounding, amino acid bio-
synthesis, jasmonic acid (JA) biosynthesis and flavonoid 
biosynthesis pathways. Differences were found in the 
representation of metabolic pathways for the biosynthe-
sis of secondary metabolites and antibiotics in EL and 
JL, respectively. Whilst these two pathways represent 
overlapping groups of secondary metabolites, they do 
have differences, suggesting that the two species produce 
differing suites of secondary metabolites in response to 
infection by P. ramorum. There were also differences in 
expression profiles, with upregulated genes in JL tending 
to have a greater but more transient increase in expres-
sion than EL. These differential gene expression pro-
files appear to reflect differences in lesion development 
between JL and EL (although not statistically significant). 
A more rapid early development of lesions in JL would 
fit with the more rapid induction of defences, whereas 
a later or more sustained development of lesions in EL 
would fit with the slower and more persistent induc-
tion of defences. This interpretation points to defence 
responses rather than resistance mechanisms. It also 
suggests that a more detailed analysis of lesion develop-
ment between 3 and 10 dpi may reveal greater differences 
between JL and EL.

The JA biosynthetic genes were overrepresented in 
both species, but JL had higher and more transient 
expression than EL, which had more sustained levels 
of expression. Jasmonic acid is a signalling compound 

that can induce expression of defence related proteins 
in response to pathogen attack [34], in particular in 
response to necrotrophic pathogens [35]. Our data sug-
gest that the JA response is sustained for a longer period 
in EL compared to JL suggesting that EL has a stronger 
JA-related defence response. This observation is consist-
ent with the enrichment of the regulation of the JA medi-
ated signalling pathway and the response to JA in EL but 
not in JL. This difference could also suggest enhanced JA 
activated defence responses in EL such as the production 
of flavonoids, alkaloids and terpenoids [36]. De La Mata 
Saez [11] found that EL had a higher number of upregu-
lated genes in the JA pathway in response to P. ramorum 
infection than JL; 24 out of 33 genes (73%) compared to 
17 out of 37 genes (46%) for JL.

Within the JA biosynthesis pathway, the LOX genes 
are a family of lipoxygenases involved in initiating 
wound-induced jasmonate synthesis. The various 
LOX genes contribute to JA, and its derivative jas-
monoyl-isoleucine synthesis at different times after 
wounding [37]. We found DEGS mapping to LOX3 
and LOX4 and a small gene family mapping to LOX1, 
which were over-expressed over the whole course of 
the experiment. Our work clarifies the expression of 
LOX genes; only LOX2 and LOX3 had previously been 
found in larches in response to P. ramorum infection, 
with LOX3 upregulated at 3dpi in EL but not in JL and 
LOX2 upregulated in EL at 3dpi and downregulated in 
JL at 3 and 7dpi [11]. We found that these genes were 
sharply upregulated in EL between 1 and 3dpi and then 
maintained or gradually increased in expression whilst 
there was a more rapid, large, and transient induction 
in JL, which trailed off towards the end of the experi-
ment. In addition, the expression of the LOX genes was 
maintained longer than previously reported by De La 
Mata Saez [11].

Pathways for the biosynthesis of defence compounds 
were strongly represented by secondary metabolites 
including the biosynthesis of phenylpropanoids in EL, 
and the biosynthesis of antibiotics in JL. Phenylpropa-
noid compounds have many roles in plant defence from 
preformed or inducible chemical barriers against infec-
tion to signal molecules involved in local and systemic 
signalling for defence gene induction [38]. The antibiotics 
pathways included the biosynthesis of tropane, piperidine 
and pyridine alkaloid, terpenoid backbone and isoquino-
line alkaloids. The terpenoid backbone is the precursor 
for the production of monoterpenoids, sesquiterpenoids, 
and diterpenoids which can then be used to make antimi-
crobial phytoalexins [39] and other terpenoids that have 
antifungal properties [40]. Other secondary metabolites 
than those found here have been identified in Californian 
coast live oak including the tyrosol derivative ellagic acid, 
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which was found at higher constitutive levels in puta-
tively resistant trees [19]. It was also reported that gal-
lic and ellagic acid accumulated in P. ramorum infected 
tissue, and that gallic acid and tyrosol were inhibitory 
against P. ramorum in vitro [18].

Both larch species studied here were found to have 
large gene families mapping to the flavonoid biosynthesis 
pathway. The gene chalcone synthase (CHS) catalyses the 
first step of flavonoid biosynthesis by directing carbon 
flux from general phenylpropanoid metabolism to the 
flavonoid pathway [41] and alterations to CHS affect the 
accumulation of flavonoids [42]. The role of CHS expres-
sion in conifers is indicated by its responsiveness to 
wounding and exposure to jasmonic acid in white spruce 
(Picea glauca) [43] and its association with resistance to 
the pathogenic fungus Ceratocystis polonica in Norway 
spruce (Picea abies) [44]. Increased expression of CHS 
lead to increased activation of flavonoid biosynthesis and 
is suggested to improve resistance of conifers to fungal 
pathogens [44, 45]. Both EL and JL have multiple genes 
that map to CHS, and expression increased in both con-
trol and inoculated trees, suggesting that the expression 
response is both related to wounding and P. ramorum 
infection.

The activation of the defence response and the pro-
duction of secondary metabolites is energy intensive 
and needs a redistribution of energy toward the defence 
response leading to the so called “fuel for the fire” [46] 
that allows a strong defence response to be produced. 
Primary metabolism genes were responsive to infection 
in both EL and JL, including carbon metabolism and 
the tricarboxylic acid cycle. Increased primary metabo-
lism would provide more energy to support the defence 
response [47].

The most highly responsive DEGs revealed other 
aspects of defence metabolism including genes in the 
Cytochrome P450 family which have roles in mediat-
ing biotic and abiotic stress responses. Members of the 
Cytochrome P450 family are involved in the production 
of diterpene resin acids in the oleoresin defence path-
way of conifers [48]. Two EL genes map to a glutathione 
transferase belonging to the tau class of GSTs. These are 
induced in response to biotic infections, with some being 
specifically upregulated by microbial infections and oth-
ers being linked to protection from oxidative stress [49, 
50] and to the intracellular binding and stabilization 
of flavonoids [49]. It is possible that the high expres-
sion of GST is related to upregulation of the biosynthe-
sis of flavonoids in EL. Numerous transcriptome-wide 
investigations have shown that distinct groups of GSTs 
are markedly induced in the early phase of bacterial, 
viral, fungal and oomycete infections including potatoes 
infected with P. infestans [50].

One of the highly responsive DEGs in JL mapped to a 
class V chitinase and both EL and JL had enrichment of 
the response to chitin pathway. Hayden et al. [33] found 
that P. ramorum infection in tanoaks led to differen-
tially expressed transcripts matched to pathogenesis-
related families of chitinases. However, Phytophthoras 
are oomycetes and have a cell wall comprised mainly of 
cellulose with very little chitin, unlike most fungal patho-
gens, which have chitin-based cell walls [51]. It is there-
fore unclear if the expression of chitin responses and 
chitinases has a defensive role in P. ramorum infection or 
if it is a general or indirect response to other factors such 
as ethylene [52].

Large gene families and evolution of defence responses 
in conifers
In our study, some of the DEGs annotated as having 
defensive roles are part of gene families with several 
homologs matching a single Arabidopsis gene. Chal-
cone synthase (AT5G13930) had 11 to 15 sequences with 
remarkably similar upregulation profiles, suggesting that 
the accumulation of extra gene copies is under positive 
selection. There were also many homologs for LOX1 
(in contrast to LOX2 and LOX3) but with more variable 
upregulation, suggesting diversification in function or 
regulation. This interpretation may be supported by the 
observation that some LOX1 homologs were unique to 
EL or JL. The large number of putative NLR genes also 
varied in their expression. The NLR genes form the larg-
est resistance gene family in plants and are the main 
group of cytoplasmic receptors involved in the detec-
tion and recognition of specific pathogens [12, 20, 53]. 
In response to pathogen perception the NLR proteins 
undergo conformational alterations, such as phosphoryl-
ation, which activates downstream signalling [53], thus 
their action often involves post-translational modifica-
tion, which may be followed by changes in gene expres-
sion. Several NLR genes have been linked to resistance 
to Phytophthoras such as P. infestans in tomatoes [54] 
and in both domesticated and wild potatoes [55, 56]. 
Some of these R genes are specific and others give 
broad-spectrum resistance to many strains of P. infestans 
[57]. The presence of a few strongly upregulated NLR 
genes in larch is of interest as these have been induced in 
response to the infection by P. ramorum and so could be 
involved in the detection and recognition of P. ramorum. 
NLR genes need to be finely regulated to ensure correct 
resistance responses, while limiting their metabolic cost 
and any detrimental effects on plant growth [58]; the 
downregulation observed in some of the NLR genes in 
larch suggests that they are not responsive to P. ramo-
rum infection. However, it is known that pathogens have 
evolved mechanisms that can interfere with the plant 
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defence system [12, 13] which could account for their 
downregulation.

Conifers are well known for having very large genome 
sizes ranging from 18 to 35 gigabases (Gb) [59] approxi-
mately 200x bigger than the much smaller genome of 
125-megabases (Mb) in Arabidopsis thaliana [60]. The 
genomes of EL and JL contain 26.6 and 26.4 pg DNA 
per nucleus  [61], respectively, allowing a calculation of 
genome size as 26.0 and 25.8 Gb, respectively. This places 
the two species close to the genus average of 27 Gb and 
slightly above the Pinaceae average of 23 Gb [62]. Coni-
fers also have a number of very large gene families, par-
ticularly related to secondary metabolites and defence 
responses [20, 63–65], although it is not a general rule for 
all gene families. These gene families arise from multiple 
gene duplications, which can give rise to subsequent neo-
functionalization and subfunctionalization [65] leading 
to functional diversification and phenotypic plasticity.

Conclusions
Our work extends and complements a previous study 
on infection of the EU2 lineage of P. ramorum in EL and 
JL [11]. In contrast to the work of De La Mata Saez [11], 
we used sporangial suspension rather than mycelium for 
inoculation to better mimic the proposed natural infec-
tion process (see [11]). Our experiment used a longer 
timeframe, with sampling starting earlier and extend-
ing later (1 to 25 dpi) compared to (3 and 7dpi) [9]. This 
allowed us to clarify changes in gene expression between 
1 and 3dpi and highlight differences at later time points 
such as downregulation between 10 and 25dpi, and show 
the distinctive patterns in the expression profiles between 
JL and EL. The present study analysed individual plants 
separately rather than pooling samples as described [11], 
which allowed us to support our findings with robust sta-
tistical analyses.

The present study found no significant differences 
between EL and JL in the development of P. ramorum 
lesions overall but indicates that the rate of lesion devel-
opment may differ between the species. The transcrip-
tomic responses included both similarities in the overall 
response, initial rates of differential gene expression, and 
biological defence processes pathways, as well as differ-
ences related to secondary metabolism genes, and JA 
signalling and responsive genes (e.g., NPR1 upregulated 
in EL only). The expression profiles of the DEGs also 
differed with upregulated genes in JL tending to have a 
greater, but more transient, increase in expression than 
EL, reflecting differences in the rate of lesion develop-
ment. Whilst we cannot link any of these transcriptomic 
differences to possible greater resistance to infection in 
EL, as was suggested by field observations, it is worth 

noting that the expression of key defence pathways and 
genes remained high in EL, or was increasing at the 
end of the experiment compared to the more transient 
expression in JL. Other factors are also likely to affect the 
differences in infection seen in the field, from the greater 
area of JL planted to the greater sporulation of P. ramo-
rum reported on JL [66] resulting in higher inoculum 
loads in JL stands and thus more infection.

This study paves the way for future work on the host 
response to P. ramorum infection and the RNAseq data 
will be available through an open access platform (see 
Availability of Data). These data will enable the analysis 
of P. ramorum, which was briefly explored here, and of 
intraspecific variations in EL and JL. We have identified 
many highly responsive genes, including two NLR genes 
in EL that are strongly upregulated, that could be further 
investigated for better understanding of defences to P. 
ramorum and the immune response. The insights gained 
from this work could inform further work to study dif-
ferences in response to infection within species, in par-
ticular survivor trees and help identify trees suitable for 
breeding to improve resistance to P. ramorum.

Methods
Plant materials and inoculation methodology
Young JL and EL were sourced from a commercial for-
estry nursery (Cheviot Trees Ltd. UK) and maintained 
outside in ambient conditions in 2 l pots growing in a 
3:1 mix of compost:sand. In November 2017 the dor-
mant trees were placed in a greenhouse at 20 o C with 
ambient lighting for 63 days to promote flushing. The 
greenhouse was in the licensed quarantine facility at 
Science & Advice for Scottish Agriculture (Edinburgh, 
UK). At the time of inoculation, the four-year-old JL 
were 20–45 cm tall (average 32.2 cm) and EL were 
40–65 cm tall (average 48.7 cm).

The experiment comprised four treatment combina-
tions: two larch species (JL and EL) and two inoculum 
types (P. ramorum and control) with forty replicate 
plants per treatment combination. A subset of trees 
was assessed for disease and destructively sampled at 
each time point; 1, 3, 10 and 25 days post inoculation 
(dpi). The experimental design was a randomised com-
plete block, with 8 blocks each containing four plants 
per treatment combination arranged randomly over 3 
trays (Fig. S1). The experiment was carried out once 
with inoculations taking place in mid-February 2018. 
The greenhouse ventilation was shut off and the tem-
perature was maintained at 16 °C with ambient lighting 
(between 9 and 10 hours of daylight over the course of 
the experiment). The trees were watered twice a week 
with tap water directly into the tray.
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The P. ramorum EU2 lineage isolate 16.13a was used 
to prepare the inoculum according to Denman et  al. 
[67] except that in order to retain sporangia the inoc-
ulum was not filtered. The suspension was adjusted to 
achieve a final concentration of 2–5 ×  105 total spo-
rangia  mL− 1. Released zoospores were also present in 
the inoculum. Residual pieces of mycelium and chla-
mydospores in the suspension sank to the bottom of 
the beaker and were not observed in the suspension 
that was used in inoculation. Inoculations were con-
ducted within 90 minutes of the inoculum being pro-
duced. Two branch junctions in each tree were selected 
for inoculation: one in the upper crown and one in the 
lower crown, so as to be physically distant and at least 
5 cm apart. These branch junctions were marked with 
electrical tape.

The bark on the upper side of each branch junction 
was wounded by cutting a 2 mm T shape across the top of 
each branch junction using a scalpel and, a 15 μL droplet 
of sporangial suspension (inoculated) or sterile distilled 
water (control) was immediately pipetted into the wound. 
After inoculation, each tree was enclosed in a plastic bag 
that was taped shut around the top of the pot to main-
tain humidity (Fig. S1a) for 7 days. Inoculum viability 
was tested on the same day that the experiment was set 
up by placing a 15 μL droplet of sporangial suspension 
onto healthy, surface sterilised rhododendron leaves col-
lected from a woodland close to Forest Research’s North-
ern Research Station, Roslin, Scotland. The leaves were 
incubated on the greenhouse bench in sealed plastic bags 
containing damp cotton wool to simulate conditions on 
the inoculated trees and examined after 14 days for the 
development of lesions characteristic of P. ramorum to 
confirm inoculum viability.

The larches were examined for P. ramorum symp-
toms and bark samples were collected from the main 
stem of a subset of trees for RNA sequencing at 1, 3, 
10 and 25 dpi. For the earlier time points (1 and 3 dpi) 
the branches were removed, and the main stem was 
cut 10 mm above and below each inoculation point. 
The inner and outer bark of the section was slit with a 
scalpel, removed from the stem and the length of any 
lesions which had developed in the phloem was meas-
ured (Fig. S1b). For the later time points (10 and 25 dpi) 
the bark was removed in the same way but slit all the 
way down the tree and peeled from the stem. The length 
of discolouration in the phloem was used as a measure 
of the extent of the lesion (Fig. S1c). A 10 mm bark sec-
tion was cut either side of the live-dead junction at the 
extending margin of each lesion. Each bark samples 
were placed in a separate 2 ml centrifugation tubes and 
flash frozen by submergence in liquid nitrogen immedi-
ately after removal from the tree.

No wild plants were used as part of this study. All 
plant materials were obtained from commercial grow-
ers. The plant materials were not the object of any insti-
tutional, national, and international guidelines and 
legislation. All samples were transported in dry ice and 
stored at -80 °C and all manipulations were in compliance 
with the DEFRA letter of authority (Licence to import, 
move and keep prohibited plant pathogens Licence No. 
52591/197437/5).

RNA extraction and sequencing
The bark samples were ground by shaking each frozen 
sample at 25 Hz in a 2 ml Eppendorf tube with two ster-
ile steel 3 mm stainless steel balls using a ball mixer mill 
(Retsch, Germany) for up to 1 minute. The tubes were 
refrozen in liquid nitrogen and shaking was repeated 
until a fine powder was obtained.

RNA was extracted using the Monarch Total RNA 
Miniprep kit (New England Biolabs, Massachusetts, 
United States) following the manufacturer’s protocol 
for plant samples. The samples were homogenised in 
800 μl of protection reagent at the start of the protocol. 
Residual gDNA was removed through enzymatic DNase 
I treatment. The RNA was eluted into 100 μl of nuclease-
free water. Preliminary analysis of RNA concentration 
and contaminates was carried out using a NanoDrop® 
ND-1000 UV-Vis Spectrophotometer (ThermoFisher 
Scientific, Massachusetts, United States). The quality 
and integrity of the RNA samples was then determined 
using an Agilent 2100 Bioanalyzer with RNA 6000 Nano 
kit (Agilent, California, United States). To ensure sam-
ples were suitable for sequencing only those with a RIN 
score of > 8.5 were selected. The concentration was meas-
ured using a Qubit™ RNA BR Assay Kit (ThermoFisher 
Scientific, Massachusetts, United States) and adjusted 
to 25 ng/μl and 30 μl transferred to a 96 well plate for 
sequencing. Four individual trees per treatment combi-
nation were selected for 1, 3 and 10 dpi. At 25 dpi, there 
was high levels of intraspecific variation in lesion lengths 
in both JL and EL and so 8 JL and 7 EL samples were 
selected to ensure both long and short lesion individu-
als were included (Table 1). Subsequent analysis of gene 
expression showed no obvious difference between long 
and short lesion individuals and so they were analysed 
together.

The RNA sequencing was carried out externally by the 
Oxford Genomics Centre (Wellcome Centre for Human 
Genetics, University of Oxford, UK). Polyadenylated 
transcript enrichment was performed with NEBNext 
Poly(A) mRNA Magnetic Isolation Module (New Eng-
land BioLabs, United Kingdom), and then individual 
libraries were prepared with NEBNext Ultra II Direc-
tional RNA Library Prep Kit (New England BioLabs, 
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United Kingdom). Libraries were normalised and the 
paired-end sequencing of pooled library was performed 
on a NovaSeq6000 system (Illumina, California, United 
States) with a read length of 150 bp.

Processing of RNA‑sequencing data and statistical analysis 
of gene expression levels
The RNA-Seq analysis pipeline is presented in Fig.  2. 
The quality of the raw reads was assessed using FastQC 
0.11.8 [68]. The raw reads were pseudo-aligned onto the 
reference transcriptome of Larix laricina (Du Roi) K. 
Koch (NCBI GenBank GGJA00000000.1) [20] for each 
species using kallisto 0.45.1 [69] with 1000 bootstraps, 
which overcomes the potential multi-mapping prob-
lem from sequence divergence of different species using 
a pseudo-alignment approach [70, 71]. Both EL and JL 
are in the Eurasian clade II of the Larix phylogeny [72]. 
Although there is some debate as to the exact relation-
ship between them [73, 74], they are generally placed 
in the same monophyletic clade. Larix laricina is in the 
North American Clade I [72]; however, this is the closest 
clade to the Eurasian clade II and makes a suitable ref-
erence transcriptome to JL and EL. To test whether it is 
possible to investigate the transcriptome profiles of both 
the hosts (EL and JL) and the pathogen (P. ramorum) 
simultaneously (an approach known as dual RNA-seq 
[33, 75]), raw reads were also pseudo-aligned onto the 
reference transcriptome of P. ramorum (NCBI GenBank 
GCA_020800215.1) as above.

Principal component analysis (PCA) of the read 
counts of the overall set of gene expression data was 
carried out using the ‘prcomp’ function in the ‘stats’ 
package in R [76] and the PCA graphs were drawn using 
the ‘autoplot’ function of the ‘ggfortify’ package [77]. 
The analysis of differential expressed gene (DEG) was 
carried out using R package ‘DESeq2’ [22]. The ‘DESeq2’ 
function generates log2fold changes with adjusted 
p-values for each infected vs control, with time points 
in a linear scale. This resulted in respective lists of DEGs 
by time, treatment, treatment within time, and time x 
treatment interaction under likelihood ratio test (LRT) 
with an FDR threshold of 0.05. Hierarchical clustering 
was carried out on the DEGs under time-by-treatment 
interaction.

Analysis and annotation of differentially expressed genes
Venn diagrams of over- and under-expressed tran-
scripts for each species were created by using R package 
VennDiagram [78]. The lists of differentially expressed 
genes (DEG) for each species were compared to the 
annotated reference transcriptome of Larix laricina [20] 
to identify the corresponding TAIR annotations. The 

TAIR identifiers were then used to look for enrichment 
of Gene Ontology (GO) terms through The Database 
for Annotation, Visualization and Integrated Discovery 
(DAVID) v6.8 [23, 24]. Each gene list was compared to 
the background Larix laricina transcriptome and GO 
terms were defined as significantly enriched if they had 
a Benjamini Hochberg corrected p- value of < 0.05 [79]. 
This allowed identification of the main biological func-
tions of each DEG list. Enrichment of KEGG pathways 
was also studied, using the same criteria, in DAVID.

The subset of DEG for the enriched GO terms were 
compared to the hierarchical clusters to look for simi-
larities in expression profile between the genes included 
in each GO category. These subsets were also analysed 
using the KEGG Automatic Annotation Server [80] to 
identify the location of genes in the KEGG pathways. The 
pathway graphs were created using the ‘ggplot2’ package 
in R [81].

Abbreviations
BH: Benjamini Hochberg; CHS: Chalcone synthase; DAVID: Database for 
Annotation, Visualization and Integrated Discovery; DEFRA: Department for 
Environment, Food and Rural Affairs (United Kingdom); DEG: Differentially 
expressed genes; DPI: Days post inoculation; EL: European larch (Larix decidua 
Mill.); EU2: Phytophthora ramorum European lineage 2; EU1: Phytophthora 
ramorum European lineage 1; GO: Gene ontology; GST: Glutathione trans-
ferase; JA: Jasmonic acid (syn. Jasmonate); JL: Japanese Larch (Larix kaempferi 
(Lamb.) Carr.); KEGG: Kyoto Encyclopaedia of Genes and Genomes; Log2fold: 
Level of change (fold) expressed in log2 scale; LOX: Lipoxygenase; PAMPs: 
Pathogen-associated molecular patterns; PCA: Principal component analysis; 
PTI: PAMP-triggered-immunity; NLR: Nucleotide-binding, leucine-rich-repeat; 
R genes: resistance genes; RNA: Ribonucleic acid; RNA-Seq: Ribonucleic acid 
sequencing; SA: Salicylic acid; SPHNs: Statutory Plant Health Notices; TAIR: The 
Arabidopsis information resource.

Supplementary Information
The online version contains supplementary material available at https:// doi. 
org/ 10. 1186/ s12870- 022- 03806-3.

Additional file 1. 

Acknowledgements
The authors would like to thank Science and Advice for Scottish Agriculture 
(SASA) for use of their quarantine greenhouses and Professor Renier van der 
Hoorn at the University of Oxford for use of quarantine laboratory space. We 
also thank Alexandra Schlenzig and Rachel Campbell (SASA) for maintaining 
the trees during the experiment and Carolyn Riddle and Debbie Fredrickson-
Matika (Forest Research) for their advice and assistance. We thank the Oxford 
Genomics Centre (Wellcome Centre for Human Genetics, University of Oxford, 
UK) for their advice and carrying out the RNA sequencing. We thank Renier 
van der Hoorn and Richard Hamelin for their comments on an early version of 
the manuscript.

Plant materials
All plant materials were collected and all methods performed in compliance 
with the DEFRA letter of authority (Licence to import, move and keep prohib-
ited plant pathogens Licence No. 52591/197437/5).

Authors’ contributions
HFD, SG, and JJM conceived the research; HFD prepared the plant materi-
als, carried out the inoculation experiment, isolated the RNA; THH and HFD 

https://doi.org/10.1186/s12870-022-03806-3
https://doi.org/10.1186/s12870-022-03806-3


Page 21 of 23Dun et al. BMC Plant Biology          (2022) 22:480  

analysed the RNA-Seq data; HFD drafted the manuscript; JJM, HFD and THH 
revised the manuscript. All authors have read and approved the manuscript.

Funding
The study was supported by funding from the Scottish Forestry Trust, the 
Wood Chair of Forest Science (University of Oxford), with funding to H.F.D 
from the A.J. Hosier Scholarship at Linacre College (University of Oxford) and 
to T.H.H from the Biotechnology and Biological Sciences Research Council 
(BBSRC) [Grant Number BB/M011224/1].

Availability of data and materials
Raw data of the RNA-sequencing experiment supporting this publication 
can be publicly accessed in the NCBI GenBank database under the BioProject 
PRJNA809546 (https:// www. ncbi. nlm. nih. gov/ biopr oject/ PRJNA 809546).

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

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

Author details
1 Department of Biology, University of Oxford, South Parks Road, Oxford OX1 
3RB, UK. 2 Forest Research, Northern Research Station, Roslin EH25 9SY, UK. 

Received: 1 April 2022   Accepted: 22 August 2022

References
 1. Brasier CM, Webber JF. Plant pathology: Sudden larch death. Nature. 

2010;466(7308):824–5. [cited 2021 Apr 22] Available from: www. har. mrc. 
ac. uk/ resea rch/ genom ic_ impri nting/

 2. Van Poucke K, Franceschini S, Webber JF, Vercauteren A, Turner JA, 
McCracken AR, et al. Discovery of a fourth evolutionary lineage of Phy-
tophthora ramorum: EU2. Fungal Biol. 2012 ;116(11):1178–91. [cited 2018 
Jul 27] Available from: https:// www. scien cedir ect. com/ scien ce/ artic le/ pii/ 
S1878 61461 20015 72

 3. Harris AR, Webber JF. The New Phytophthora ramorum Dynamic in 
Europe: Spread to Larch. In: Frankel SJ, Kliejunas JT, Palmieri KM, Alexan-
der JM, editors. Proceedings of the Sudden Oak Death Fifth Science Sym-
posium Gen Tech Rep PSW-GTR-243. Albany. Department of Agriculture: 
Forest Service; 2012.

 4. Martin JA, Wang Z. Next-generation transcriptome assembly. Nat Rev 
Genet. 2011;12(10):671–82. [cited 2017 Mar 29] Available from: http:// 
www. nature. com/ doifi nder/ 10. 1038/ nrg30 68

 5. Kobayashi T. An Evidence that the Larch Canker Fungus is Native in Japan. 
J Phytopathol. 1970;69(4):366–8. [cited 2021 Feb 18] Available from: 
http:// doi. wiley. com/ 10. 1111/j. 1439- 0434. 1970. tb031 20.x

 6. Webber JF, Mullett M, Brasier CM. Dieback and mortality of plantation 
Japanese larch (Larix kaempferi) associated with infection by Phytoph-
thora ramorum. New Dis Reports 2010;22(19). [cited 2016 Dec 9] Avail-
able from: https:// www. resea rchga te. net/ profi le/ Joan_ Webber/ publi 
cation/ 26828 4483_ Dieba ck_ and_ morta lity_ of_ plant ation_ Japan ese_ 
larch_ Larix_ kaemp feri_ assoc iated_ with_ infec tion_ by_ Phyto phtho ra_ 
ramor um/ links/ 54be5 e6c0c f218d a9391 e7d6. pdf

 7. Harris AR. The epidemiology of Phytophthora ramorum on Larix in the 
UK [Internet]. Imperial College London; 2014 [cited 2017 Jun 6]. Available 
from: https:// spiral. imper ial. ac. uk/ handle/ 10044/1/ 24862

 8. Harris AR, Brasier CM, Scanu B, Webber JF. Fitness characteristics 
of the European lineages of Phytophthora ramorum. Plant Pathol. 
2021;70(2):275–86.

 9. Harris AR, Scanu B, Webber JF. Comparative fitness of European lineages 
of Phytophthora ramorum. In: Proceedings of the 7th Meeting of the 

International Union of Forest Research Organizations IUFRO Working 
Party. 2014. p. 135.

 10. Chastagner G, Riley K, Elliott M. Susceptibility of Larch , Hemlock , Sitka 
Spruce , and Douglas-fir to Phytophthora ramorum 1. In: Frankel SJ, 
Kliejunas JT, Palmieri KM, Alexander JM, editors. Proceedings of the Sud-
den Oak Death Fifth Science Symposium Gen Tech Rep PSW-GTR-243. 
Albany: U.S. Department of Agriculture: Forest Service; 2013 [cited 2017 
Apr 5]. p. 77–9. Available from: https:// www. fs. fed. us/ psw/ publi catio ns/ 
docum ents/ psw_ gtr243/ psw_ gtr243_ 077. pdf

 11. De La Mata Saez L. Phylogenetic and molecular studies of the popula-
tions of Phytophthora ramorum, lineages EU1 and EU2, in Ireland and 
gene expression during infection of Larix spp. PhD Thesis, Queen’s 
University of Belfast. 2015. Available from: https:// ethos. bl. uk/ Order Detai 
ls. do? uin= uk. bl. ethos. 705909. Accessed 8 Jan 2022.

 12. Jones JDG, Dangl JL. The plant immune system. Nature. 
2006;444(7117):323–9. [cited 2017 Feb 22] Available from: http:// www. 
nature. com/ doifi nder/ 10. 1038/ natur e05286

 13. Oßwald W, Fleischmann F, Rigling D, Coelho AC, Cravador A, Diez J, et al. 
Strategies of attack and defence in woody plant-Phytophthora interac-
tions. For Pathol. 2014;44(3):169–90.

 14. Ma Z, Zhu L, Song T, Wang Y, Zhang Q, Xia Y, et al. A paralogous decoy 
protects Phytophthora sojae apoplastic effector PsXEG1 from a host 
inhibitor. Science (80- ). 2017;355(6326):710–4. [cited 2017 Feb 21] Avail-
able from: http:// scien ce. scien cemag. org/ conte nt/ 355/ 6326/ 710. full

 15. Fry W. Phytophthora infestans: the plant (and R gene) destroyer. Mol Plant 
Pathol. 2008;9(3):385–402. [cited 2016 Dec 5] Available from: http:// doi. 
wiley. com/ 10. 1111/j. 1364- 3703. 2007. 00465.x

 16. Martin F, Kamoun S. In: Martin F, Kamoun S, editors. Effectors in plant-
microbe interactions. Chichester: Wiley-Blackwell; 2011. p. 464.

 17. Bennett RN, Wallsgrove RM. Secondary metabolites in plant defence 
mechanisms. New Phytol. 1994;127(4):617–33.

 18. Ockels FS, Eyles A, McPherson BA, Wood DL, Bonello P. Phenolic chemistry 
of coast live oak response to Phytophthora ramorum infection. J Chem 
Ecol. 2007;33(9):1721–32. [cited 2017 Jun 6] Available from: http:// link. 
sprin ger. com/ 10. 1007/ s10886- 007- 9332-z

 19. Nagle AM, McPherson BA, Wood DL, Garbelotto M, Bonello P. Relation-
ship between field resistance to Phytophthora ramorum and constitutive 
phenolic chemistry of coast live oak. For Pathol 2011;41(6):464–469. [cited 
2017 Mar 7] Available from: http:// doi. wiley. com/ 10. 1111/j. 1439- 0329. 
2010. 00703.x

 20. Van Ghelder C, Parent GJ, Rigault P, Prunier J, Giguère I, Caron S, et al. The 
large repertoire of conifer NLR resistance genes includes drought respon-
sive and highly diversified RNLs. Sci Rep. 2019 ;9(1):1–13. [cited 2021 Feb 
17] Available from: https:// doi. org/ 10. 1038/ s41598- 019- 47950-7

 21. Manter DK, Kolodny EH, Hansen EM, Parke JL. Virulence, sporulation, and 
elicitin production in three clonal lineages of Phytophthora ramorum. 
Physiol Mol Plant Pathol. 2010;74(5–6):317–22.

 22. Love MI, Huber W, Anders S. Moderated estimation of fold 
change and dispersion for RNA-seq data with DESeq2. Genome 
Biol 2014;15(12). [cited Mar 2 2021]. https:// doi. org/ 10. 1186/ 
s13059- 014- 0550-8.

 23. Huang DW, Sherman BT, Lempicki RA. Bioinformatics enrichment tools: 
paths toward the comprehensive functional analysis of large gene lists. 
Nucleic Acids Res 2009;37(1):1–13. [cited 2021 Feb 3] Available from: 
https:// pubmed. ncbi. nlm. nih. gov/ 19033 363/

 24. Huang DW, Sherman BT, Lempicki RA. Systematic and integrative analysis 
of large gene lists using DAVID bioinformatics resources. Nat Protoc 
2009;4(1):44–57. [cited 2021 Feb 3] Available from: https:// pubmed. ncbi. 
nlm. nih. gov/ 19131 956/

 25. Kamber T, Buchmann JP, Pothier JF, Smits THM, Wicker T, Duffy B. Fire 
blight disease reactome: RNA-seq transcriptional profile of apple host 
plant defense responses to Erwinia amylovora pathogen infection. Sci 
Rep. 2016;6(1):1–12. [cited 2021 Mar 24] Available from: www. nature. 
com/ scien tific repor ts

 26. Barakat A, Staton M, Cheng C-H, Park J, Yassin N, Ficklin S, et al. Chestnut 
resistance to the blight disease: insights from transcriptome analysis. 
BMC Plant Biol 2012;12(1):38. [cited 2016 Oct 27] Available from: http:// 
bmcpl antbi ol. biome dcent ral. com/ artic les/ 10. 1186/ 1471- 2229- 12- 38

 27. Liu J-J, Sturrock RN, Benton R. Transcriptome analysis of Pinus monticola 
primary needles by RNA-seq provides novel insight into host resistance 

https://www.ncbi.nlm.nih.gov/bioproject/PRJNA809546
http://www.har.mrc.ac.uk/research/genomic_imprinting/
http://www.har.mrc.ac.uk/research/genomic_imprinting/
https://www.sciencedirect.com/science/article/pii/S1878614612001572
https://www.sciencedirect.com/science/article/pii/S1878614612001572
http://dx.doi.org/10.1038/nrg3068
http://dx.doi.org/10.1038/nrg3068
http://dx.doi.org/10.1111/j.1439-0434.1970.tb03120.x
https://www.researchgate.net/profile/Joan_Webber/publication/268284483_Dieback_and_mortality_of_plantation_Japanese_larch_Larix_kaempferi_associated_with_infection_by_Phytophthora_ramorum/links/54be5e6c0cf218da9391e7d6.pdf
https://www.researchgate.net/profile/Joan_Webber/publication/268284483_Dieback_and_mortality_of_plantation_Japanese_larch_Larix_kaempferi_associated_with_infection_by_Phytophthora_ramorum/links/54be5e6c0cf218da9391e7d6.pdf
https://www.researchgate.net/profile/Joan_Webber/publication/268284483_Dieback_and_mortality_of_plantation_Japanese_larch_Larix_kaempferi_associated_with_infection_by_Phytophthora_ramorum/links/54be5e6c0cf218da9391e7d6.pdf
https://www.researchgate.net/profile/Joan_Webber/publication/268284483_Dieback_and_mortality_of_plantation_Japanese_larch_Larix_kaempferi_associated_with_infection_by_Phytophthora_ramorum/links/54be5e6c0cf218da9391e7d6.pdf
https://spiral.imperial.ac.uk/handle/10044/1/24862
https://www.fs.fed.us/psw/publications/documents/psw_gtr243/psw_gtr243_077.pdf
https://www.fs.fed.us/psw/publications/documents/psw_gtr243/psw_gtr243_077.pdf
https://ethos.bl.uk/OrderDetails.do?uin=uk.bl.ethos.705909
https://ethos.bl.uk/OrderDetails.do?uin=uk.bl.ethos.705909
http://dx.doi.org/10.1038/nature05286
http://dx.doi.org/10.1038/nature05286
http://science.sciencemag.org/content/355/6326/710.full
http://dx.doi.org/10.1111/j.1364-3703.2007.00465.x
http://dx.doi.org/10.1111/j.1364-3703.2007.00465.x
http://dx.doi.org/10.1007/s10886-007-9332-z
http://dx.doi.org/10.1007/s10886-007-9332-z
http://dx.doi.org/10.1111/j.1439-0329.2010.00703.x
http://dx.doi.org/10.1111/j.1439-0329.2010.00703.x
https://doi.org/10.1038/s41598-019-47950-7
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1186/s13059-014-0550-8
https://pubmed.ncbi.nlm.nih.gov/19033363/
https://pubmed.ncbi.nlm.nih.gov/19131956/
https://pubmed.ncbi.nlm.nih.gov/19131956/
http://www.nature.com/scientificreports
http://www.nature.com/scientificreports
http://dx.doi.org/10.1186/1471-2229-12-38
http://dx.doi.org/10.1186/1471-2229-12-38


Page 22 of 23Dun et al. BMC Plant Biology          (2022) 22:480 

to Cronartium ribicola. BMC Genomics 2013;14(1):884. [cited 2017 May 
21] Available from: http:// www. ncbi. nlm. nih. gov/ pubmed/ 24341 615

 28. Trujillo-Moya C, Ganthaler A, Stöggl W, Kranner I, Schüler S, Ertl R, et al. 
RNA-Seq and secondary metabolite analyses reveal a putative defence-
transcriptome in Norway spruce (Picea abies) against needle bladder 
rust (Chrysomyxa rhododendri) infection. BMC Genomics 2020;21(1):336. 
[cited 2020 Jun 5] Available from: https:// bmcge nomics. biome dcent ral. 
com/ artic les/ 10. 1186/ s12864- 020- 6587-z

 29. Yang JK, Tong ZJ, Fang DH, Chen XJ, Zhang KQ, Xiao BG. Transcriptomic 
profile of tobacco in response to Phytophthora nicotianae infection. Sci 
Rep. 2017;7(1):1–7.

 30. Gao L, Tu ZJ, Millett BP, Bradeen JM. Insights into organ-specific pathogen 
defense responses in plants: RNA-seq analysis of potato tuber-Phytoph-
thora infestans interactions. BMC Genomics 2013;14(1):340. [cited 2021 
Mar 24] Available from: http:// bmcge nomics. biome dcent ral. com/ artic les/ 
10. 1186/ 1471- 2164- 14- 340

 31. Gao L, Bradeen JM. Contrasting Potato Foliage and Tuber Defense 
Mechanisms against the Late Blight Pathogen Phytophthora infestans. 
Wong S-M, editor. PLoS One. 2016;11(7):e0159969. [cited 2021 Mar 24] 
Available from: https:// dx. plos. org/ 10. 1371/ journ al. pone. 01599 69

 32. Frades I, Abreha KB, Proux-Wéra E, Lankinen Å, Andreasson E, Alexanders-
son E. A novel workflow correlating RNA-seq data to Phythophthora 
infestans resistance levels in wild Solanum species and potato clones. 
Front Plant Sci. 2015;6:718. [cited 2021 Mar 24] Available from: http:// 
journ al. front iersin. org/ Artic le/ 10. 3389/ fpls. 2015. 00718/ abstr act

 33. Hayden KJ, Garbelotto M, Knaus BJ, Cronn RC, Rai H, Wright JW. Dual RNA-
seq of the plant pathogen Phytophthora ramorum and its tanoak host. 
Tree Genet Genomes. 2014;10(3):489–502. [cited 2017 Jun 15] Available 
from: https:// www. fs. fed. us/ pnw/ pubs/ journ als/ pnw_ 2014_ hayde n001. 
pdf

 34. van Loon LC, Rep M, Pieterse CMJ. Significance of inducible 
defense-related proteins in infected plants. Annu Rev Phytopathol. 
2006;44(1):135–62.

 35. Glazebrook J. Contrasting mechanisms of defense against biotrophic and 
necrotrophic pathogens. Annu Rev Phytopathol 2005;43:205–27. [cited 
2021 Mar 24] Available from: www. annua lrevi ews. org

 36. Wasternack C, Parthier B. Jasmonate-signalled plant gene expression. 
Trends Plant Sci. 1997;2(8):302–7.

 37. Chauvin A, Caldelari D, Wolfender JL, Farmer EE. Four 13-lipoxygenases 
contribute to rapid jasmonate synthesis in wounded Arabidopsis thaliana 
leaves: A role for lipoxygenase 6 in responses to long-distance wound 
signals. New Phytol. 2013;197(2):566–75. [cited 2021 Feb 22] Available 
from: https:// pubmed. ncbi. nlm. nih. gov/ 23171 345/

 38. Dixon RA, Achnine L, Kota P, Liu C-J, Reddy MSS, Wang L. The phenylpro-
panoid pathway and plant defence-a genomics perspective. Mol Plant 
Pathol. 2002;3(5):371–90. [cited 2021 Feb 24] Available from: http:// doi. 
wiley. com/ 10. 1046/j. 1364- 3703. 2002. 00131.x

 39. Singh B, Sharma RA. Plant terpenes: defense responses, phylogenetic 
analysis, regulation and clinical applications. 3 Biotech. 2015;5(2):129–51. 
[cited 2021 Mar 18]. Available from: https:// link. sprin ger. com/ conte nt/ 
pdf/ 10. 1007/ s13205- 014- 0220-2. pdf.

 40. Kusumoto N, Zhao T, Swedjemark G, Ashitani T, Takahashi K, Borg-Karlson 
A-K. Antifungal properties of terpenoids in Picea abies against Heteroba-
sidion parviporum. Hale M, editor. For Pathol. 2014;44(5):353–61. [cited 
2021 Mar 18] Available from: http:// doi. wiley. com/ 10. 1111/ efp. 12106

 41. Zhang X, Abrahan C, Colquhoun TA, Liu C-J. A Proteolytic regulator 
controlling Chalcone synthase stability and flavonoid biosynthesis in 
Arabidopsis. Plant Cell 2017;29(5):1157–74. [cited 2021 Mar 15] Available 
from: https:// acade mic. oup. com/ plcell/ artic le/ 29/5/ 1157- 1174/ 60991 98

 42. Routaboul J-M, Dubos C, Beck G, Marquis C, Bidzinski P, Loudet O, et al. 
Metabolite profiling and quantitative genetics of natural variation for 
flavonoids in Arabidopsis. J Exp Bot. 2012;63(10):3749–64. [cited 2021 Mar 
25] Available from: https:// acade mic. oup. com/ jxb/ artic le- lookup/ doi/ 10. 
1093/ jxb/ ers067

 43. Richard S, Lapointe G, Rutledge RG, Séguin A. Induction of Chalcone 
Synthase Expression in White Spruce by Wounding and Jasmonate. Plant 
Cell Physiol. 2000;41(8):982–7. [cited 2021 Mar 15] Available from: http:// 
acade mic. oup. com/ pcp/ artic le/ 41/8/ 982/ 27565 65/ Induc tion- of- Chalc 
one- Synth ase- Expre ssion- in- White

 44. Nagy NE, Fossdal CG, Krokene P, Krekling T, Lonneborg A, Solheim H. 
Induced responses to pathogen infection in Norway spruce phloem: 

changes in polyphenolic parenchyma cells, chalcone synthase transcript 
levels and peroxidase activity. Tree Physiol 2004;24(5):505–15.[cited 2021 
Mar 15] Available from: https:// acade mic. oup. com/ treep hys/ artic le- 
lookup/ doi/ 10. 1093/ treep hys/ 24.5. 505.

 45. Kolosova N, Bohlmann J. Conifer Defense Against Insects and Fungal 
Pathogens. In Springer, Berlin, Heidelberg; 2012. p. 85–109. [cited 2021 
Mar 15] Available from: https:// link. sprin ger. com/ chapt er/ 10. 1007/ 
978-3- 642- 30645-7_4

 46. Bolton MD. Primary metabolism and plant defense-fuel for the fire. / 487. 
MPMI. 2009;22(5):487–97.

 47. Rojas CM, Senthil-Kumar M, Tzin V, Mysore KS. Regulation of primary plant 
metabolism during plant-pathogen interactions and its contribution to 
plant defense. Front Plant Sci. 2014;5(17). [cited 2021 Feb 24] Available 
from: www. front iersin. org

 48. Hamberger B, Toshiyuki O, Hamberger B, Séguin A, Bohlmann J. Evolution 
of Diterpene Metabolism: Sitka Spruce CYP720B4 Catalyzes Multiple 
Oxidations in Resin Acid Biosynthesis of Conifer Defense against Insects. 
Plant Physiol. 2011;157(4):1677–1695. [cited 2021 Feb 24] Available from: 
www. plant physi ol. org/ cgi/ doi/ 10. 1104/ pp. 111. 185843

 49. Dixon DP, Lapthorn A, Edwards R. Plant glutathione transferases. Genome 
Biol [Internet] 2002 Feb 26 [cited 2021 Mar 25];3(3):1–10. Available from: 
http:// genom ebiol ogy. biome dcent ral. com/ artic les/ 10. 1186/ gb- 2002-3- 3- 
revie ws3004

 50. Gullner G, Komives T, Király L, Schröder P. Glutathione S-transferase 
enzymes in plant-pathogen interactions. Front Plant Sci. 2018;9(1836). 
[cited 2021 Feb 18] Available from: www. front iersin. org

 51. Meijer HJG, Van De Vondervoort PJI, Qing YY, De Koster CG, Klis FM, 
Govers F, et al. Identification of cell wall-associated proteins from Phy-
tophthora ramorum. Mol Plant-Microbe Interact. 2006;19(12):1348–58. 
[cited 2021 Mar 25] Available from: https:// apsjo urnals. apsnet. org/ doi/ 
abs/ 10. 1094/ MPMI- 19- 1348

 52. Hamid R, Khan MA, Ahmad M, Ahmad MM, Abdin MZ, Musarrat J, et al. 
Chitinases: An update. Journal of Pharmacy and Bioallied Sciences. 
2013;5(1):21–9. [cited 2021 Mar 25]. Available from: https:// www. ncbi. 
nlm. nih. gov/ pmc/ artic les/ PMC36 12335/.

 53. DeYoung BJ, Innes RW. Plant NBS-LRR proteins in pathogen sensing and 
host defense. Nat Immunol. 2006;7(12):1243–9. [cited 2021 Mar 18]. Avail-
able from: https:// doi. org/ 10. 1038/ ni1410.

 54. Zhang, Liu L, Wang X, Vossen J, Li G, Li T, et al. The Ph-3 gene from Sola-
num pimpinellifolium encodes CC-NBS-LRR protein conferring resistance 
to Phytophthora infestans. Theor Appl Genet. 2014;127(6):1353–64. [cited 
2021 Mar 18] Available from: http:// linux1. softb erry. com/

 55. Ballvora A, Ercolano MR, Weiss J, Meksem K, Bormann CA, Oberhagemann 
P, et al. The R1 gene for potato resistance to late blight (Phytophthora 
infestans) belongs to the leucine zipper/NBS/LRR class of plant resistance 
genes. Plant J 2002;30(3):361–371. [cited 2021 Mar 18] Available from: 
http:// doi. wiley. com/ 10. 1046/j. 1365- 313X. 2001. 01292.x

 56. Gu B, Cao X, Zhou X, Chen Z, Wang Q, Liu W, et al. The histological, Effec-
toromic, and Transcriptomic analyses of Solanum pinnatisectum reveal 
an Upregulation of multiple NBS-LRR genes suppressing Phytophthora 
infestans infection. Int J Mol Sci 2020;21(9):3211. [cited 2021 Mar 18] 
Available from: https:// www. mdpi. com/ 1422- 0067/ 21/9/ 3211

 57. van der Vossen E, Sikkema A, Hekkert B te L, Gros J, Stevens P, Muskens M, 
et al. An ancient R gene from the wild potato species Solanum bulbo-
castanum confers broad-spectrum resistance to Phytophthora infestans in 
cultivated potato and tomato. Plant J. 2003;36(6):867–82. [cited 2021 Mar 
18] Available from: http:// doi. wiley. com/ 10. 1046/j. 1365- 313X. 2003. 01934.x

 58. Marone D, Russo MA, Laidò G, De Leonardis AM, Mastrangelo AM. Plant 
nucleotide binding site-leucine-rich repeat (NBS-LRR) genes: Active 
guardians in host defense responses. Int J Mol Sci. 2013;14(4):7302–26. 
[cited 2021 May 12] Available from: www. mdpi. com/ journ al/ ijms

 59. Mackay JJ, Dean JFD, Plomion C, Peterson DG, Cánovas FM, Pavy N, 
et al. Towards decoding the conifer giga-genome. Plant Mol Biol. 
2012;80(6):555–69. [cited 2016 Oct 20] Available from: http:// www. ncbi. 
nlm. nih. gov/ pubmed/ 22960 864

 60. Kaul S, Koo HL, Jenkins J, Rizzo M, Rooney T, Tallon LJ, et al. Analysis 
of the genome sequence of the flowering plant Arabidopsis thaliana. 
Nature. 2000;408(6814):796–815. [cited 2021 Mar 17] Available from: 
www. nature. com

 61. Zonneveld BJM. Conifer genome sizes of 172 species, covering 64 of 67 
genera, range from 8 to 72 picogram. Nord J Bot. 2012;30(4):490–502.

http://www.ncbi.nlm.nih.gov/pubmed/24341615
http://dx.doi.org/10.1186/s12864-020-6587-z
http://dx.doi.org/10.1186/s12864-020-6587-z
http://dx.doi.org/10.1186/1471-2164-14-340
http://dx.doi.org/10.1186/1471-2164-14-340
http://dx.doi.org/10.1371/journal.pone.0159969
http://dx.doi.org/10.3389/fpls.2015.00718/abstract
http://dx.doi.org/10.3389/fpls.2015.00718/abstract
https://www.fs.fed.us/pnw/pubs/journals/pnw_2014_hayden001.pdf
https://www.fs.fed.us/pnw/pubs/journals/pnw_2014_hayden001.pdf
http://www.annualreviews.org
https://pubmed.ncbi.nlm.nih.gov/23171345/
http://dx.doi.org/10.1046/j.1364-3703.2002.00131.x
http://dx.doi.org/10.1046/j.1364-3703.2002.00131.x
https://link.springer.com/content/pdf/10.1007/s13205-014-0220-2.pdf
https://link.springer.com/content/pdf/10.1007/s13205-014-0220-2.pdf
http://dx.doi.org/10.1111/efp.12106
https://academic.oup.com/plcell/article/29/5/1157-1174/6099198
http://dx.doi.org/10.1093/jxb/ers067
http://dx.doi.org/10.1093/jxb/ers067
http://academic.oup.com/pcp/article/41/8/982/2756565/Induction-of-Chalcone-Synthase-Expression-in-White
http://academic.oup.com/pcp/article/41/8/982/2756565/Induction-of-Chalcone-Synthase-Expression-in-White
http://academic.oup.com/pcp/article/41/8/982/2756565/Induction-of-Chalcone-Synthase-Expression-in-White
https://academic.oup.com/treephys/article-lookup/doi/10.1093/treephys/24.5.505
https://academic.oup.com/treephys/article-lookup/doi/10.1093/treephys/24.5.505
http://dx.doi.org/10.1007/978-3-642-30645-7_4
http://dx.doi.org/10.1007/978-3-642-30645-7_4
http://www.frontiersin.org
http://dx.doi.org/10.1104/pp.111.185843
http://genomebiology.biomedcentral.com/articles/10.1186/gb-2002-3-3-reviews3004
http://genomebiology.biomedcentral.com/articles/10.1186/gb-2002-3-3-reviews3004
http://www.frontiersin.org
http://dx.doi.org/10.1094/MPMI-19-1348
http://dx.doi.org/10.1094/MPMI-19-1348
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3612335/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3612335/
https://doi.org/10.1038/ni1410
http://linux1.softberry.com/
http://dx.doi.org/10.1046/j.1365-313X.2001.01292.x
https://www.mdpi.com/1422-0067/21/9/3211
http://dx.doi.org/10.1046/j.1365-313X.2003.01934.x
http://www.mdpi.com/journal/ijms
http://www.ncbi.nlm.nih.gov/pubmed/22960864
http://www.ncbi.nlm.nih.gov/pubmed/22960864
http://www.nature.com


Page 23 of 23Dun et al. BMC Plant Biology          (2022) 22:480  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your researchReady to submit your research  ?  Choose BMC and benefit from: ?  Choose BMC and benefit from: 

 62. Leitch I, Johnston E, Pellicer J, Hidalgo O, Bennett M. Plant DNA C-values 
database -Royal Botanic Gardens. Kew. 2019; [cited 2021 Mar 24]. Avail-
able from: https:// cvalu es. scien ce. kew. org/.

 63. Warren RL, Keeling CI, Yuen MM Saint, Raymond A, Taylor GA, Vandervalk 
BP, et al. Improved white spruce (Picea glauca) genome assemblies and 
annotation of large gene families of conifer terpenoid and phenolic 
defense metabolism. Plant J. 2015;83(2):189–212. [cited 2021 Mar 17] 
Available from: https:// pubmed. ncbi. nlm. nih. gov/ 26017 574/

 64. Mackay JJ, Prunier J, Verta J-PP, Mackay JJ. Tansley review conifer genom-
ics and adaptation: at the crossroads of genetic diversity and genome 
function. New Phytol. 2016 ;209:44–62. [cited 2021 Mar 17] Available 
from: www. newph ytolo gist. com

 65. Keeling CI, Weisshaar S, Lin RPC, Bohlmann J. Functional plasticity of par-
alogous diterpene synthases involved in conifer defense. Proc Natl Acad 
Sci U S A. 2008;105(3):1085–9. [cited 2021 Mar 24] Available from: www. 
pnas. org/ cgi/ conte nt/ full/

 66. Harris AR, Webber JF. Sporulation potential, symptom expression and 
detection of Phytophthora ramorum on larch needles and other foliar 
hosts. Plant Pathol. 2016;65(9):1441–51.

 67. Denman S, Kirk SAA, Brasier CM, Webber JF. In vitro leaf inoculation 
studies as an indication of tree foliage susceptibility to Phytophthora 
ramorum in the UK. Plant Pathol. 2005;54(4):512–21. [cited 2020 Nov 19] 
Available from: http:// doi. wiley. com/ 10. 1111/j. 1365- 3059. 2005. 01243.x

 68. Andrews S. FastQC: a quality control tool for high throughput sequence 
data. 2018. Available from: http:// www. bioin forma tics. babra ham. ac. uk/ 
proje cts/ fastqc

 69. Bray NL, Pimentel H, Melsted P, Pachter L. Near-optimal probabilistic RNA-
seq quantification. Nat Biotechnol. 2016;34(5):525–7.

 70. Bray NL, Pimentel H, Melsted P, Pachter L. Near-optimal probabilistic 
RNA-seq quantification. Nat Biotechnol 2016 345. 2016;34(5):525–7. [cited 
2022 Aug 11] Available from: https:// www. nature. com/ artic les/ nbt. 3519

 71. Deschamps-Francoeur G, Simoneau J, Scott MS. Handling multi-mapped 
reads in RNA-seq. Comput Struct Biotechnol J 2020;18:1569. [cited 2022 
Aug 11]. Available from:https:// doi. org/ 10. 1016/j. csbj. 2020. 06. 014.

 72. Wei XX, Wang XQ. Phylogenetic split of Larix: evidence from paternally 
inherited cpDNA trnT-trnF region. Plant Syst Evol. 2003;239(1–2):67–77.

 73. Gros-Louis MC, Bousquet J, Pâques LE, Isabel N. Species-diagnostic mark-
ers in Larix spp. based on RAPDs and nuclear, cpDNA, and mtDNA gene 
sequences, and their phylogenetic implications. Tree Genet Genomes. 
2005;1(2):50–63. [cited 2021 Mar 24] Available from: https:// link. sprin ger. 
com/ artic le/ 10. 1007/ s11295- 005- 0007-z

 74. Semerikov VL, Zhang H, Sun M, Lascoux M. Conflicting phylogenies of 
Larix (Pinaceae) based on cytoplasmic and nuclear DNA. Mol Phylogenet 
Evol. 2003;27(2):173–84.

 75. Kasuga T, Hayden KJ, Eyre CA, Croucher PJP, Schechter S, Wright JW, et al. 
Innate resistance and phosphite treatment affect both the pathogen’s and 
host’s transcriptomes in the tanoak-phytophthora ramorum pathosystem. J 
Fungi 2021;7(3). https:// doi. org/ 10. 3390/ jof70 30198. Accessed 2 Mar 2021.

 76. R Core Team. R: A language and environment for statistical computing 
[Internet]. Vienna, Austria: R Foundation for Statistical Computing; 2020 
[cited 2021 Mar 2]. Available from: https:// www.r- proje ct. org/

 77. Tang Y, Masaaki H, Wenxuan L. ggfortify: Unified Interface to visualize 
statistical result of popular R packages. R J 2016;8(2). [cited 2021 May 18] 
Available from: https:// journ al.r- proje ct. org/

 78. Hanbo C. VennDiagram: Generate High-Resolution Venn and Euler Plots. 
2018. Available from: https:// cran.r- proje ct. org/ packa ge= VennD iagram

 79. Benjamini Y, Hochberg Y. Controlling the false discovery rate: a practi-
cal and powerful approach to multiple testing. J R Stat Soc Ser B. 
1995;57(1):289–300.

 80. Kanehisa M, Goto S. KEGG: Kyoto Encyclopedia of Genes and Genomes. 
Vol. 28, Nucleic Acids Research. Oxford University Press; 2000. p. 27–30. 
[cited 2021 Feb 4] Available from: https:// pubmed. ncbi. nlm. nih. gov/ 
10592 173/

 81. Wickham H. ggplot2: Elegant Graphics for Data Analysis. New York: 
Springer-Verlag; 2016 [cited 2021 May 18]. Available from: https:// ggplo 
t2. tidyv erse. org

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

https://cvalues.science.kew.org/
https://pubmed.ncbi.nlm.nih.gov/26017574/
http://www.newphytologist.com
http://www.pnas.org/cgi/content/full/
http://www.pnas.org/cgi/content/full/
http://dx.doi.org/10.1111/j.1365-3059.2005.01243.x
http://www.bioinformatics.babraham.ac.uk/projects/fastqc
http://www.bioinformatics.babraham.ac.uk/projects/fastqc
https://www.nature.com/articles/nbt.3519
https://doi.org/10.1016/j.csbj.2020.06.014
http://dx.doi.org/10.1007/s11295-005-0007-z
http://dx.doi.org/10.1007/s11295-005-0007-z
https://doi.org/10.3390/jof7030198
https://www.r-project.org/
https://journal.r-project.org/
https://cran.r-project.org/package=VennDiagram
https://pubmed.ncbi.nlm.nih.gov/10592173/
https://pubmed.ncbi.nlm.nih.gov/10592173/
https://ggplot2.tidyverse.org
https://ggplot2.tidyverse.org

	Comparative transcriptomic responses of European and Japanese larches to infection by Phytophthora ramorum
	Abstract 
	Background and objectives: 
	Methodology: 
	Results: 
	Conclusion: 

	Background
	Results
	Inoculation of larch seedlings with P. ramorum and lesion development
	RNA sequencing and identification of differentially expressed genes
	Changes in expression related to jasmonic acid
	Gene enrichment in metabolic pathways
	Nucleotide-binding, leucine-rich-repeat genes
	Genes with the greatest fold change

	Discussion
	Comparing responses to P. ramorum infection in European and Japanese larch
	Overview of transcriptome changes
	Responsive genes and pathways
	Large gene families and evolution of defence responses in conifers

	Conclusions
	Methods
	Plant materials and inoculation methodology
	RNA extraction and sequencing
	Processing of RNA-sequencing data and statistical analysis of gene expression levels
	Analysis and annotation of differentially expressed genes

	Acknowledgements
	References


