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ABSTRACT
Background.Bambusa pervariabilis× Dendrocalamopsis grandis is a fast-growing bam-
boo that is widely introduced in southern China and has great economic and ecological
benefits. In recent years, a blight of B. pervariabilis × D. grandis caused by Arthrinium
phaeospermumhas led tomuch branch damage and even death of entire bamboo forests.
Methods. To screen for resistance genes in B. pervariabilis× D. grandis, transcriptome
sequencing technology was used to compare the gene expression profiles of different
varieties of B. pervariabilis × D. grandis with variable resistance and the same varieties
under different treatments. The Clusters of Orthologous Groups of Proteins (COG)
database; the Gene Ontology (GO) database; and the Kyoto Encyclopedia of Genes
and Genomes (KEGG) database were used to annotate and analyse the differentially
expressed genes.
Results. A total of 26,157 and 11,648 differentially expressed genes were obtained
in the different varieties after inoculation with A. phaeospermum and the same
varieties after inoculationA. phaeospermum or sterile water, respectively. There were 23
co-upregulated DGEs and 143 co-downregulated DEGs in #3 and #8, #6 and #8, #6
and #3. There were 50 co-upregulated DGEs and 24 co-downregulated DEGs in the
same varieties after inoculation A. phaeospermum or sterile water. The results showed
that many genes involved in cell wall composition synthesis, redox reactions and
signal transduction were significantly different after pathogen infection. Twenty-one
candidate genes for blight resistance, such as pme53, cad5, pod, gdsl-ll andMyb4l, were
found. The qRT-PCR results were consistent with the sequencing results, verifying their
authenticity. These results provide a foundation for the further exploration of resistance
genes and their functions.
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Keywords B. pervariabilis× D. grandis blight, Transcriptome analysis, Arthrinium
phaeospermum, Resistance genes

How to cite this article Luo F, Fang X, Liu H, Zhu T, Han S, Peng Q, Li S. 2021. Differential transcriptome analysis and
identification of genes related to resistance to blight in three varieties of Bambusa pervariabilis × Dendrocalamopsis grandis. PeerJ
9:e12301 http://doi.org/10.7717/peerj.12301

https://peerj.com
mailto:14087@sicau.edu.cn
https://peerj.com/academic-boards/editors/
https://peerj.com/academic-boards/editors/
http://dx.doi.org/10.7717/peerj.12301
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://doi.org/10.7717/peerj.12301


INTRODUCTION
Bambusa pervariabilis × Dendrocalamopsis grandis is the product of the female parent
B. pervariabilis and the male parent D. grandis. After 12 years of hybrid cultivation, four
excellent hybrid bamboo varieties, #3, #6, #8 and #30, were identified. B. pervariabilis
× D. grandis is widely used in papermaking and returning farmland to forest, which also
promotes the construction of ecological barriers in the middle and lower reaches of the
Yangtze River. However, in recent years, it has been found that hybrid bamboo shoot
blight caused by Arthrinium phaeospermum (Arthrinium phaeospermum (Corda) M.B.
Ellis) infection has become an important disease in the cultivation area of hybrid bamboo
(Ma et al., 2003). After the B. pervariabilis ×D. grandis is susceptible to the disease, the
brown spots first appear near the bamboo nodes, and then the spots gradually expand.
When the disease spots surround the bamboo nodes, the branches above the disease spots
turn yellow and the bamboo leaves fall off, and the whole plant dies in serious cases. It was
found that the shoot blight of hybrid bamboo caused damage to more than 3,000 hm2 of
hybrid bamboo, causing large economic losses (Zhu et al., 2009) and greatly threatening
the process of returning farmland to forest and the construction of ecological barriers in
the Yangtze River Basin.

The resistance to plant pathogens varies among plant-resistant and plant-susceptible
varieties, which is important for the analysis of pathogenic mechanisms and the
utilization of disease-resistant resources. At present, the research in this field in China
and abroad mainly focuses on the following aspects: selecting representative varieties to
compare and analysing the cell histological changes of different resistant and susceptible
varieties after infection (Pereira et al., 2013; Carisse et al., 2000; Vallad & Subbarao, 2008),
studying enzymes related to disease resistance (Lin et al., 2014), and revealing the related
mechanism of resistant and susceptible varieties through omics technology (Collinge et
al., 2008). In particular, the development of omics technology in recent years has guided
further exploration of the interaction between plants and pathogens. The resistance of
B. pervariabilis× D. grandis was induced by pre-inoculation of toxin protein, and then the
gene expression before and after induction was compared by transcriptome sequencing.
It was found that redox proteins, phenylalanine ammonia lyase and S-adenosine-L-
methionine synthase were highly expressed. These results may indicate that these genes are
related to the disease resistance level of B. pervariabilis×D. grandis. (Peng et al., 2020). Li et
al. (2019) Separated and identified the proteins before and afterB. pervariabilis×D. grandis
infected with A. phaeospermum by TMT (tandem mass tag)-labeled quantitative protein
technology combined with LC-MS/MS (mass spectrometry), and screened the related
proteins that may be involved in B. pervariabilis × D. grandis disease resistance, including
cinnamyl alcohol dehydrogenase, a protein homologous to maize cysteineprotease 1 and
other proteins. After infection withCandidatus Liberibacter asiaticus, there were differences
in the expression of genes related to transcription factors, secondary metabolism, receptor
kinase and hormone signal transduction in the resistant and susceptible varieties of
grapefruit (Wang et al., 2016). Through subsequent verification, two genes related to the
resistance of C. Liberibacter asiaticus, DMR6-like and NPR1-like, were predicted.
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The transcriptome refers to the collection of all transcription products in cells at a certain
developmental stage or under certain physiological conditions and can be used to study gene
expression, gene function, and structure. In recent years, this technology has been widely
used to screen plant disease-resistance-related substances and identify key differentially
expressed genes (Liu et al., 2014; Li et al., 2014; Salgado et al., 2014). Researchers used
transcriptome sequencing technology to sequence susceptible and resistant tomatoes after
inoculation with Cladosporium fulvum and verified the important role of the Cf gene
in tomato resistance to leaf mould caused by C. fulvum (Zhang et al., 2020). Guijiao 9
and Williams are resistant and susceptible to Fusarium oxysporum, respectively. After the
transcriptome data of Guijiao 9 and Williams infected with F. oxysporum were analysed,
it was found that genes related to defence-related metabolite synthesis, such as Nb-LRR
protein, calmodulin-binding protein and phenylpropanoid biosynthesis genes, were
significantly upregulated in resistant varieties, which confirmed the important role of plant
hormone regulation and defence-related gene activation in banana disease resistance (Sun
et al., 2019).

Past forest surveys showed that there were differences in the disease index among
different resistant varieties of B. pervariabilis × D. grandis. Therefore, by comparing the
transcriptome data from different varieties, differentially expressed genes related to disease
resistance in B. pervariabilis × D. grandis could be found, which is the key to disease
resistance breeding and biological control of B. pervariabilis × D. grandis shoot blight. In
this study, transcriptome sequencing technology was used to analyse the transcriptome
of different varieties of B. pervariabilis × D. grandis under different treatment conditions.
The gene expression profiles of B. pervariabilis×D. grandis between different resistant and
susceptible varieties and the gene expression profiles of the same varieties under different
treatments were compared to obtain candidate genes for shoot blight resistance. To lay the
foundation for further exploration of resistance genes, the functional genes identified here
are important genetic resources to improve the resistance of B. pervariabilis × D. grandis
to shoot blight based on gene technology.

MATERIALS AND METHODS
Plant materials and pathogens
A. phaeospermum was stored at the Laboratory of Plant Pathology, Sichuan Agricultural
University, and one-year-old B. pervariabilis × D. grandis from varieties #3 (moderately
resistant), #6 (resistant), and #8 (susceptible) (Li et al., 2018)were planted in the greenhouse
near the fifth teaching building of Chengdu Campus of Sichuan Agricultural University.

Inoculation and disease investigation
The preserved hyphae were inoculated on PDAmedium, and then inoculated on sugarcane
juice medium (sugarcane juice 30–100 g/L, magnesium sulfate heptahydrate 1.0 g/l,
potassium dihydrogen phosphate 1.0 g/L, agar 20 g/L) and cultured under the dark
condition of 25 ◦C for 10 days. The spores were washed with sterile water, and the conidial
suspension was diluted to 106 cfu/ml. The 30 one-year-old hybrid bamboos of varieties #3,
#6 and #8 were inoculated, with three biological replicates. Five plants of the three varieties
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inoculated with sterile water were used as controls. The incidence rate and disease index
were calculated after 25 days of inoculation.

I(%)= D/T×100

where I, D and T are the incidence, the number of diseased plants and the number of total
plants, respectively.

The disease classification standard was as follows: 0: no wilt; Level 1: less than 25%
withered branches; Level 2: 25%–50% (including 25% and 50%) withered branches; Level
3: 50%–75% withered branches (including 75%); and Level 4: more than 75% withered
branches (Fang, 1998).

DI=6(DN× L)/(TN×M)×100

where DI is the disease index, DN is the disease level, L is the number of plants at each
level, TN is the total number of diseased plants, and M is the maximum disease incidence.

RNA extraction and high-throughput sequencing
RNA was extracted from the shoots of hybrid bamboos (#3, #6 and #8) inoculated
with sterile water or pathogens for 25 days. The #3, #6 and #8 B. pervariabilis × D.
grandis treatment groups inoculated with A. phaeospermum were named J3, J6 and
J8 respectively, and the #3, #6 and #8 B. pervariabilis × D. grandis treatment groups
inoculated with sterile water were named J3, J6 and J8 respectively. The concentration
and purity of the total RNA were determined by an Agilent 2100 analyser (Agilent,
Santa Clara, CA, USA). We constructed RNA-Seq libraries following the Illumina
protocol for mRNA-sequencing sample preparation. The cDNA library was sequenced
using an Illumina HiSeq2000 platform by Shanghai Baipu Biotechnology Co., Ltd.
After processing the original data as previously described in Peng et al. (2020),
Specifically hisat2 (Kim, Langmead & Salzberg, 2015) was used to map reads to the
reference genome (Peng et al., 2013) (https://bioinformatics.psb.ugent.be/plaza/versions/
plaza_v4_monocots/organism/view/Phyllostachys+edulis#collapsePanel) and reference
transcriptome (GenBank accession in NCBI: txid38705). Genomic sequences and
information of Bambusa pervariabilis × Dendrocalamopsis grandis were deposited in
the NCBI database (BioProject accession number: PRJNA545783, BioSample accession
number: SAMN11928018, TSA accession number: GJJA00000000, accessible with the
following link: https://www.ncbi.nlm.nih.gov/bioproject/545783).

Differentially expressed gene analysis
Gene expression calculations were performed according to the FPKM method (Peng
et al., 2020). The software DEGseq (Wang et al., 2010) was used to conduct differential
expression analysis among samples. A false discovery rate (FDR) ≤ 0.05 and fold
change (FC) >2 were used as the standards to identify the differentially expressed genes
(DEGs) among different treatments. DEGs annotation were collected as previously
described in Peng (Peng et al., 2020). Specifically, the DEGs were annotated by NCBI’s
nonredundant protein sequence database (NR) (Deng et al., 2006), the Clusters of
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Figure 1 Symptommap of B. pervariabilis×D. grandis before inoculation. (A, B, C) #3, #6 and #8 B.
pervariabilis× D. grandis stems, respectively. (D, E, F) #3, #6 and #8 B. pervariabilis× D. grandis leaves,
respectively.

Full-size DOI: 10.7717/peerj.12301/fig-1

Orthologous Groups of Proteins (COG) database (Tatusov, Galperin & Natale, 2000),
the Gene Ontology (GO) database (Ashburner et al., 2000), and the Kyoto Encyclopedia of
Genes and Genomes (KEGG) database (Kanehisa et al., 2004). Each database reference
link is https://blast.ncbi.nlm.nih.gov/Blast.cgi, http://www.ncbi.nlm.nih.gov/COG/,
http://www.geneontology.org/, http://www.genome.jp/kegg/.

Real-time PCR validation
Primers (Table S1) were designed for five randomly selected genes and 21 disease resistance
candidate genes. Primer Premier 5.0 (Premier Biosoft International, Palo Alto, CA,
USA) was used for qRT-PCR primer design. The primers were synthesized by Tsingke
Biotechnology Co., Ltd. GAPDH was used as an internal reference gene. TransScript R©

Green One-Step qRT-PCR SuperMix (trans, China) was used for qRT-PCR. The q-PCR
system consisted of the following: 10 uL qPCR SuperMix, 0.4 uL RT/RI Enzyme Mix, 0.4
uL Passive Reference Dye, 7.4 uL ddH2O, 0.4 uL F/R, 1 uL RNA. The qPCR was performed:
at 45 ◦C for 5 min, 94 ◦C for 30 s, 94 ◦C for 5 s, and 60 ◦C for 30 s. The third step and
the fourth step were repeated 40 times, and a dissolution curve was added at the final step.
Each treatment group underwent qPCR three times, and the average value was calculated.

RESULTS
Statistics of potted disease experiments performed in the greenhouse
B. pervariabilis×D. grandis of three different resistant varieties grewwell before inoculation
with pathogens, and there were no symptoms such as withered branches and leaves (Fig. 1).
25 days after inoculation with the pathogen, #6 the leaves of the high disease resistant variety
were slightly chlorotic, #3 themiddle resistant variety had brown spots at the bamboo joints,
some leaves withered and turned yellow, #8 the susceptible variety had brown spots at the
bamboo joints, the branches gradually withered, most of the leaves turned yellow and fell
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Table 1 Statistical table of the disease index of the three varieties.

Species Incidence (%) Disease index

#8 85.6± 1.7a 62.8± 2.1a

#3 23.3± 3.3b 12.2± 1.7b

#6 7.8± 1.7c 2.8± 0.4c

Notes.
Data are the means of three repetitions; data in the same column followed by different lowercase letters indicate significant dif-
ferences among different species after inoculation by the LSD test (p< 0.05)

Figure 2 Symptommap of B. pervariabilis×D. grandis after inoculation. (A, B, C) #3, #6 and #8 B.
pervariabilis× D. grandis stems were inoculated for 25 days, respectively. (D, E, F) #3, #6 and #8 B. per-
variabilis× D. grandis leaves were inoculated for 25 days, respectively.

Full-size DOI: 10.7717/peerj.12301/fig-2

off, and some diseased plants finally died. The incidence and disease index of #3, #6 and
#8 hybrid bamboos inoculated with A. phaeospermum were statistically analysed (Table 1).
The results showed that the incidence was 23.3%, 7.8% and 85.6% and the disease index was
12.2, 2.8 and 62.8, respectively, for hybrid bamboos #3, #6 and #8. According to statistical
analysis, #3, #6, and #8 hybrid bamboo inoculated with A. phaeospermum had significantly
different incidences and disease indices (Fig. 2). According to the resistance standard for
shoot blight (Li, 2013), hybrid bamboos #3, #6, and #8 showed moderate resistance, full
resistance and susceptibility to shoot blight caused by A. phaeospermum.

RNA sequence analysis and annotation results between
A. phaeospermum infection or sterile water inoculation in the same
varieties
Comparative analysis of transcriptomic expression data was determined between
A. phaeospermum infection and sterile water inoculation in the same varieties. The results
showed that 4,387, 6,316 and 4,159 DEGs were obtained in the #3, #6 and #8 varieties,

Luo et al. (2021), PeerJ, DOI 10.7717/peerj.12301 6/21

https://peerj.com
https://doi.org/10.7717/peerj.12301/fig-2
http://dx.doi.org/10.7717/peerj.12301


Table 2 Statistical table of the number of DEGs. J indicates inoculated A. phaeospermum, S indicates in-
oculated sterile water.

Comparison Number of DEGs Upregulated Downregulated

J3-vs-S3 4387 1925 2462
J6-vs-S6 6316 3148 3168
J8-vs-S8 4159 2609 1550
J6-vs-J3 18401 4856 13545
J6-vs-J8 18496 5222 13276
J3-vs-J8 4070 2380 1690

respectively. Among the 4,387 DEGs, 1925 were upregulated and 2,462 were downregulated
in variety #3 after inoculation. Among the, 6316DEGs found for variety #6 after inoculation,
3148 were upregulated and 3,168 were downregulated. Of the 4,159 DEGs found for variety
#8 after inoculation, 2,609 were upregulated and 1,550 were downregulated (Table 2).

In total, 394 DEGs were shared across the three varieties (Fig. 3); of them, 50 DEGs were
upregulated in the three varieties, and 24 DEGs were downregulated (Table S2).

In the COG database, 1,513, 2,776, and 1,421 DEGs were found for in the same
varieties (including #3, #6 and #8) after inoculation with A. phaeospermum or sterile water,
respectively. In the comparisons between #3, #6, and #8 inoculated A. phaeospermum or
sterile water, genes were annotated to 25 functional classifications in the GO database
(Fig. S1), including ‘‘translation’’, ‘‘ribosomal structure and biogenesis’’, ‘‘translation’’,
‘‘replication, recombination and repair’’, ‘‘posttranslationalmodification, protein turnover,
chaperones’’, ‘‘signal transduction mechanisms’’ and others. In #6 B. pervariabilis ×
D. grandis inoculated with A. phaeospermum and sterile water, 333, 333 and 316 DEGs
were annotated to the classifications ‘‘signal transduction mechanisms’’, ‘‘translation’’ and
‘‘replication, recombination and repair’’ in the COG database (Fig. 4).

In the GO database, 3,506, 5,674 and 3,414 DEGs of #3, #6 and #8 B. pervariabilis
× D. grandis were annotated to the cell component, molecular function and biological
process categories after inoculation with A. phaeospermum or sterile water, respectively
(Fig. S2). For #6 hybrid bamboo inoculated with pathogens, theDEGsweremainly enriched
in ‘‘metabolic process’’, ‘‘cellular process’’, ‘‘single-organism process’’ and ‘‘response to
stimulus’’ in the biological process classification. In the cell component classification,
they were mainly enriched in ‘‘cell’’, ‘‘cell part’’, ‘‘organelle’’ and ‘‘membrane’’, and in the
molecular function classification, they were enriched in ‘‘binding’’, ‘‘catalytic activity’’,
‘‘transporter activity’’ and ‘‘nucleic acid binding transcription factor activity’’ (Fig. 5).

In the KEGG enrichment analysis of DEGs in #3, #6 and #8 B. pervariabilis× D. grandis
inoculated withA. phaeospermum or sterile water, 791, 1,505 and 782 DEGs were annotated
to 121, 125 and 118 metabolic pathways, respectively (Fig. S3). In the KEGG enrichment
analysis of the 791 DEGs from hybrid bamboo #3 inoculated with pathogens, most DEGs
were enriched in ‘‘phenylpropanoid biosynthesis’’. In the KEGG enrichment analysis of
the 1505 DEGs from hybrid bamboo #6 inoculated with pathogens, most DEGs were
enriched in ‘‘carbon metabolism’’, followed by ‘‘phenylpropanoid biosynthesis’’ and
‘‘starch and sucrose metabolism’’. In the enrichment analysis of the 782 DEGs from hybrid
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Figure 3 Venn diagram of DEGs. (A) Venn diagram showing the DEGs between the sterile water and
spore suspension treatments for varieties #3, #6 and #8. (B) Venn diagram showing the DEGs between va-
rieties #3, #6 and #8 after spore suspension treatment. (J indicates inoculated A. phaeospermum, S indi-
cates inoculated sterile water).

Full-size DOI: 10.7717/peerj.12301/fig-3

Figure 4 COG classification map of DEGs. (A) COG classification diagram showing the DEGs between the sterile water and spore suspension
treatments for variety #6; (B) COG classification diagram showing the DEGs between varieties #6 and #8 after spore suspension treatment.

Full-size DOI: 10.7717/peerj.12301/fig-4
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Figure 5 GO classification map of DEGs. (A) GO classification diagram showing the DEGs between the sterile water and spore suspension treat-
ments for variety #6; (B) GO classification diagram showing the DEGs between varieties #6 and #8 after spore suspension treatment.

Full-size DOI: 10.7717/peerj.12301/fig-5

bamboo #8 inoculated with pathogens, most DEGs were enriched in the ‘‘phenylpropanoid
biosynthesis’’ pathway (Fig. 6).

RNA sequence analysis and annotation results between different
varieties inoculated A. phaeospermum or sterile water
Firstly, the differentially expressed genes of #6 and #3, #6 and #8, #8 and #3 of the three
varieties after inoculation with sterile water were compared (Table S3), and then after
inoculation with A. phaeospermum, the comparison of #6 and #3, #6 and #8, and #8
and #3 excludes the difference after inoculation sterile water. When comparing DEGs
from different A. phaeospermum inoculated varieties, 18401, 18496 and 4070 DEGs were
identified between varieties #6 and #3, #6 and #8, and #8 and #3, respectively, including
4856, 5222, and 2380 upregulated genes and 13545, 13276, and 1690 downregulated genes
(Table 2). In total, 1,401 DEGs were shared among #6 and #3, #6 and #8, and #8 and #3
(Fig. 3), of them, 279 DEGs were upregulated, and 528 DEGs were downregulated in all
three comparison groups #6 and #3, #6 and #8, and #8 and #3 (Table S2). By comparing
DEGs from the same varieties (including #3, #6, #8) under inoculation A. phaeospermum
and sterile water treatment respectively, and all differentially expressed genes from #
6 and #3, #6 and #8, and #8 and #3 after inoculation A. phaeospermum, we found that
the common DEGs were mainly related to energy metabolism (including photosynthesis
and carbohydrate metabolism) and phytohormone biosynthesis, which indicated that
energy metabolism and phytohormones played an important role in the resistance of
B. pervariabilis × D. grandis to shoot blight.

After inoculation with A. phaeospermum, 1,467, 7,517 and 7,417 DEGs in #3 and #
6, #3 and #8, #6 and #8 were annotated into COG database respectively (Fig. S1). After
inoculation with pathogens, the DEGs between #6 and #8 were annotated to the most COG

Luo et al. (2021), PeerJ, DOI 10.7717/peerj.12301 9/21

https://peerj.com
https://doi.org/10.7717/peerj.12301/fig-5
http://dx.doi.org/10.7717/peerj.12301#supp-3
http://dx.doi.org/10.7717/peerj.12301#supp-2
http://dx.doi.org/10.7717/peerj.12301#supp-4
http://dx.doi.org/10.7717/peerj.12301


Figure 6 Summary of the KEGG enrichment maps of DEGs. (A) KEGG classification diagram showing the DEGs between the sterile water and
spore suspension treatments for variety #6; (B) KEGG classification diagram showing the DEGs between varieties #6 and #8 after spore suspension
treatment.

Full-size DOI: 10.7717/peerj.12301/fig-6

database categories (7517 DEGs) across all comparison groups, among which most DEGs
were annotated to ‘‘signal transduction mechanisms’’, ‘‘translation’’ and ‘‘replication,
recombination and repair’’, with 1093, 1057 and 969, respectively (Fig. 4).

In the comparisons between #3 and #6, #3 and #8, and #6 and #8 of B. pervariabilis
× D. grandis, there were 17,604, 3,658 and 17,875 DEGs, respectively, annotated to the
cell component (Fig. S2), molecular function and biological process categories. In the
analysis of hybrid bamboo #6 and #8 inoculated with pathogens, DEGs were enriched in
‘‘metabolic process’’, ‘‘cellular process’’ and ‘‘single organism process’’ in the biological
process category. DEGs were mainly enriched in ‘‘cell’’, ‘‘cell part’’ and ‘‘organelle’’ in cell
components. ‘‘Binding’’ and ‘‘catalytic activity’’ are molecular functions (Fig. 5).

After inoculation of varieties #3, #6 and #8 ofB. pervariabilis×D. grandiswith pathogens,
4557, 828 and 4689DEGswere annotated to 127, 119 and 127 pathways for the comparisons
#3 and #6, #3 and #8, and #6 and #8, respectively (Fig. S3). Across the three varieties, we
found that the transcriptome data of the high-resistance varieties #6 and susceptible
varieties #8 were enriched in the most KEGG pathways. These DEGs were mainly enriched
in the ‘‘ribosome’’ pathway, followed by ‘‘carbon metabolism’’ and ‘‘endocytosis’’ (Fig. 6).
These results suggest that energy metabolism- (including photosynthesis and carbohydrate
metabolism) and transmembrane transport-related genes play important roles in the
resistance of hybrid bamboo to shoot blight. Therefore, the downregulation of related
DEGs may lead to a decrease in the disease resistance of hybrid bamboo, which is sensitive
to A. phaeospermum.
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Table 3 Candidate genes screened from commonDEGs.

Gene ID Gene name Annotation

PH01000030G0570 Tfbl transcription factor bHLH96-like
PH01000322G0910 Lrr-rlk2 leucine-rich repeat receptor-like protein kinase IMK2-like
PH01000356G0220 Cer1l ECERIFERUM 1-like
PH01000743G0130 Gdsl-ll1 GDSL-like lipase
PH01000967G0060 Prp4l proline-rich protein 4-like
PH01001075G0100 Scl45 serine carboxypeptidase-like 45
PH01001222G0140 Faah fatty acid amide hydrolase
PH01001261G0170 Klp kinesin-like protein FLA10
PH01001610G0170 Plbp putative lipid-binding protein
PH01002098G0130 Xth28 xyloglucan endotransglucosylase/hydrolase protein 28
PH01002765G0010 C2agdcp C2 and GRAM domain-containing protein
PH01002901G0100 Laoh L-ascorbate oxidase homologue
PH01003226G0090 Atlp3 auxin transporter-like protein 3
PH01151705G0010 Gdsl-ll2 GDSL-like Lipase
PH01000966G0470 Pod4l peroxidase 4-like
PH01000008G1560 Myb4l myb-related protein Myb4-like
PH01004943G0040 Pec53 pectinesterase 53-like
newGene_56747 B-bwip1 Bowman-Birk type wound-induced proteinase inhibitor

WIP1
newGene_63038 Egl20 endoglucanase 20-like
newGene_67872 Pod16 peroxidase 16
newGene_84366 Cad5 cinnamyl alcohol dehydrogenase 5

Selection of candidate resistance genes for hybrid bamboo shoot
blight and qRT-PCR verification
Based on GO and KEGG enrichment analysis, the DEGs related to plant resistance in the
high enrichment pathway of DEGs were selected as candidate resistance genes. At the same
time, the genes significantly differentially expressed in resistant and susceptible varieties
and the same variety after inoculation with A. phaeospermum or sterile water were also
selected as the object of disease resistance gene screening. Finally, through the comparison
of existing studies, 21 candidate resistance genes were screened (Table 3). The qRT-PCR
results of the candidate genes and five randomly selected genes, including P1rcsn, Pod2,
Hltfah1, Clbd, and Pod4 (Table 4), as well as the results for the reference gene GAPDH,
showed a single peak, and the relative expression level was consistent with the transcriptome
data (Fig. 7).

DISCUSSION
Transcriptome sequencing technology is an important means to explore genes and a
powerful tool to identify the interaction network between plants and pathogens. The
xylogenesis formation of Moso bamboo shoot was studied by transcriptome sequencing
(Zhang et al., 2018), the transcriptome of Dendrocalamus latiflorus Munro was sequenced
and de novo analyzed using Illumina platform, and many key candidate genes related to
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Table 4 Five genes that were randomly selected to verify the expression level.

Gene ID Gene name Annotation

PH01087490G0010 PIrcsn photosystem I reaction centre subunit N
PH01000445G0570 Podbd2 peroxidase
PH01000974G0460 Hltfah1 histone-like transcription factor and archaeal histone
PH01000040G1380 Clbd calreticulin-like
PH01000445G0440 Podbd4 peroxidase

Figure 7 Columnmap of J8, J6 and J3 gene expressionmeasured by qRT-PCR.
Full-size DOI: 10.7717/peerj.12301/fig-7

the growth and development of Dendrocalamus latiflorus were found (Liu et al., 2012). In
this study, transcriptome sequencing technology was used to study the reaction of three
varieties of hybrid bamboo inoculated with water or pathogens. Transcriptome sequencing
analysis showed that under six different conditions (S3, J3, S6, J6, S8, J8), many DEGs
may be potential resistance genes in B. pervariabilis × D. grandis. Combined with gene
functional annotation, candidate disease resistance genes were determined; these genes may
be the key to determining the disease resistance mechanism of B. pervariabilis× D. grandis
regarding shoot blight. In addition, 21 candidate genes and five randomly selected genes
were verified by qRT-PCR, and the results showed that these genes had 100% similarity
with the transcriptome sequencing results, confirming their authenticity.

Plant resistance to pathogens involves several different mechanisms. On the one hand,
some structural and chemical components of plants have disease resistance functions, such
as cutin, wax, embolus, lignin and special stomatal structures of the cell wall; on the other
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hand, plants show disease resistance reactions through the regulation of resistance genes
when infected by pathogens (Dhaliwal & Uchimiya, 1999).

The cell wall is the first barrier against pathogen invasion, and pectin is the main
component of the primary cell wall (Caffall & Mohnen, 2009). Pectin methylesterase
(PME), also known as pectinesterase, is one of the main enzymes that modifies pectin.
This enzyme plays an important role in the synthesis of the cell wall and the regulation of
elasticity and permeability. Studies have shown that PME activity in Arabidopsis thaliana
is significantly enhanced under pathogen infection (Bethke et al., 2013). PME not only
regulates the growth and development of the plant cell wall but also participates in the
pathogenic process of pathogens. PME participates in the demethylation process of pectin,
promotes the further decomposition of pectin, and reduces the strength and hardness
of the cell wall. In A. thaliana, AtPME3 was upregulated after infection with Botrytis
cinerea and Pectobacterium carotovorum, and the expression of AtPME3 was considered a
susceptibility factor in A. thaliana (Raiola et al., 2011). However, oligogalactic acid (OG) is
an elicitor-active substance, and its degraded products can be recognized by downstream
kinase receptors and further activate downstream defence responses, thereby improving
plant disease resistance (Villegas et al., 2016). In this study, the expression level of the
PH01004943G0040 gene (annotated as pectinesterase 53-like) was significantly increased
in the high-resistance varieties #6 after inoculation, indicating that this gene may be closely
related to the resistance of B. pervariabilis × D. grandis to shoot blight. However, whether
the downstream defence response was activated by producing OG in B. pervariabilis
× D. grandis needs further experimental confirmation. There was almost no expression
of pectinesterase 53-like after inoculation with A. phaeospermum in varieties #3 and #
8, indicating that the expression level of pectinesterase 53-like increased with increasing
resistance in hybrid bamboo infected with A. phaeospermum, which further indicated that
pectinesterase 53-like might be involved in the resistance response of hybrid bamboo to
A. phaeospermum.

In plant-pathogen interactions, the increase in lignin is an important mechanism for
plants to resist pathogens and enhance disease resistance, as lignin is involved in a varieties
of physiological and biochemical reactions in plants. Cinnamyl alcohol dehydrogenase
(CAD) was isolated from tobacco stems for the first time in 1992 (Knight, Halpin &
Schuch, 1992); this enzyme was previously found to be involved in lignin synthesis and
played a key role in lignin synthesis (Wyrambik & Grisebach, 1975). The number of CAD
family members in different plants varies, and nine, 12, 16, 15, 14 and 17 CAD family
members have been reported in Arabidopsis, rice, Populus trichocarpa, Populus hybrida,
sorghum and alfalfa (Kim et al., 2004; Tobias & Chow, 2005; Kim et al., 2004; Shi et al.,
2010; Barakat et al., 2009; Saballos et al., 2009). Many factors in the natural environment,
such as hormones, mechanical damage, fungi and mineral elements, can induce CAD
to participate in the plant lignification defence process (Kim et al., 2007), which reduces
the adverse effects of external factors on plants and plays an important role in plant
growth and development. CAD-C and CAD-D, the main genes for lignin biosynthesis in A.
thaliana, were found to be important genes for defence against strong and weak varieties of
Pseudomonas syringae pv. tomato. In this study, new_gene_84366 (annotated as cinnamyl
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alcohol dehydrogenase 5) was significantly upregulated after pathogen inoculation of the
hyperactive cultivar #6, indicating that the gene may be closely related to the resistance of
B. pervariabilis × D. grandis to shoot blight.

After plants are infected with pathogens, the metabolic balance between the production
and elimination of reactive oxygen varieties in the body is damaged. Excess reactive oxygen
varieties can trigger and aggravate membrane lipid peroxidation. The cell structure is
destroyed, and the metabolic system is disordered, which will lead to plant cell death in
serious cases. POD is the key enzyme in the protective enzyme system that is responsible
for scavenging reactive oxygen varieties in plants. The increase in POD activity indicates
that the ability to scavenge free radicals is enhanced and that membrane lipid peroxidation
is reduced, thereby maintaining the normal metabolism of cells. In addition, POD plays
an important role in the synthesis of antibacterial substances such as lignin, phenols
and phytoalexin (Hwang et al., 1997; Yubedee, 2013; Green, 1975; Cao et al., 2013). In
the transcriptome data for the different treatments of B. pervariabilis ×D. grandis, we
found that the expression levels of PH01000966G0470 and new gene_67872 (annotated
as peroxidase-like) increased after inoculation in #3 and #6 hybrid bamboo, especially in
the highly resistant varieties #6, indicating that the POD synthesis reaction was activated
during the resistance of B. pervariabilis × D. grandis to shoot blight, and this reaction was
more significant in resistant varieties. This gene may be closely related to B. pervariabilis
× D. grandis resistance to shoot blight.

Plant GDSL lipase is a large gene family and plays an important biological role in plant
growth, morphogenesis, lipid metabolism and the defence response (Kondou et al., 2008;
Takahashi et al., 2009). The expression of GDSL lipase can change in response to biotic and
abiotic stresses. The expression of GDSL lipase in plants can be induced by hormones such
as pathogens, salicylic acid, ethylene, jasmonic acid and abiotic stress factors, indicating
that this gene may be involved in plant disease resistance and stress responses (Oh et al.,
2005; Kram et al., 2008; Lee & Cho, 2003; Kim et al., 2013). GDSL lipase can regulate or
directly destroy the integrity of fungal spores through signal transduction, limiting the
growth and reproduction of pathogens in infected areas (Oh et al., 2005; Kwon et al., 2009).
PH01151705G0010 and PH01000743G0130 (annotated as GDSL-like lipase) were detected
in the three varieties, and their expression levels increased with increasing disease resistance,
especially in highly resistant varieties. Their expression levels increased significantly after
inoculation, indicating that GDSL lipases may be involved in the disease resistance process
of B. pervariabilis ×D. grandis against shoot blight, and this gene family may be the key
resistance genes in B. pervariabilis ×D. grandis.

In addition, in the transcriptome data analysis, we also found a gene encoding MYB
protein in the highly resistant varieties #6. The MYB family is the most abundant
transcription factor family in plants and can regulate plant development, metabolism,
physiological rhythm regulation and key factors for biological and abiotic stress responses
(Dubos et al., 2010a; Hosoda et al., 2002; Dubos et al., 2010b). Studies have shown that
many MYB genes are involved in the plant response to stress. The molecular expression
characteristics of 60 MYB genes in wheat under high salt, ABA and PEG stress showed
that the expression of TaMYB48 with a MYB domain was first upregulated and then
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downregulated (Zhang et al., 2012). Hiroshi (Abe et al., 1997) found that a MYB protein
(ATMYB2) can activate the expression of the rd22 gene and ABA gene in Arabidopsis
thaliana, thereby improving plant resistance. In this study, the expression level of the
PH01000008G1560 gene (annotated as myb-related protein Myb4-like) was significantly
higher in the highly resistant varieties #6 than in the susceptible varieties #3 after inoculation,
indicating that the PH01000008G1560 gene may be closely related to the resistance of B.
pervariabilis ×D. grandis to shoot blight. At the same time, we found that the expression
level of Myb4-like was lower after inoculation with A. phaeospermum than after treatment
with sterile water in the susceptible varieties #8 and the moderately resistant varieties #3,
which may be due to the inhibition of Myb4-like expression by ABA accumulation. The
specific result needs further experimental confirmation.

In this study, many DEGs involved in lignin and phytoalexin synthesis, redox reactions,
photosynthesis and signal transduction were found to be potentially important disease
resistance genes. The results of this study provide a basis for the further study of resistance
genes and related molecular functions in B. pervariabilis × D. grandis related to shoot
blight caused by A. phaeospermum and provide a basis for further study of its regulatory
mechanism. The transcriptome data of B. pervariabilis × D. grandis were uploaded for the
first time and laid the foundation for molecular breeding of B. pervariabilis × D. grandis
in the future.

CONCLUSIONS
The B. pervariabilis ×D. grandis transcriptome was first sequenced and uploaded to the
public database. B. pervariabilis ×D. grandis with different resistance varieties showed
different levels of disease resistance after being infected with A. phaeospermum. #3, #6
and #8 showed disease resistance, high resistance and susceptibility, respectively. After
inoculation with A. phaeospermum in #6 resistant varieties, many genes related to disease
resistance were also significantly expressed, especially those related to transcription, energy
metabolism and cell wall composition synthesis. The results showed that the expression
of 21 genes such as Gdsl-ll, Myb4, Pec53, Cad5 and Pod16 was significantly increased after
inoculation with #6 varieties. These genes may be involved in the resistance response
of B. pervariabilis ×D. grandis shoot blight caused by A. phaeospermum, and they are
important potential resistance genes. The specific functions of these genes in the resistance
process of B. pervariabilis × D. grandis need further experimental verification.

ADDITIONAL INFORMATION AND DECLARATIONS

Funding
This research was supported by the National Natural Science Foundation of China (grant
number 32171795) and the General Program of Science and Technology Department
of Sichuan (grant number 2020YJ0400). The funders had no role in study design, data
collection and analysis, decision to publish, or preparation of the manuscript.

Luo et al. (2021), PeerJ, DOI 10.7717/peerj.12301 15/21

https://peerj.com
http://dx.doi.org/10.7717/peerj.12301


Grant Disclosures
The following grant information was disclosed by the authors:
The National Natural Science Foundation of China: 32171795.
The General Program of Science and Technology Department of Sichuan: 2020YJ0400.

Competing Interests
The authors declare there are no competing interests.

Author Contributions
• Fengying Luo, Xinmei Fang and Shujiang Li conceived and designed the experiments,
performed the experiments, prepared figures and/or tables, authored or reviewed drafts
of the paper, and approved the final draft.
• Han Liu, Tianhui Zhu and Shan Han performed the experiments, authored or reviewed
drafts of the paper, and approved the final draft.
• Qi Peng performed the experiments, analyzed the data, authored or reviewed drafts of
the paper, and approved the final draft.

Data Availability
The following information was supplied regarding data availability:

The raw date is available at BioProject: PRJNA545783; BioSample: SAMN11928018;
TSA: GJJA00000000.

Supplemental Information
Supplemental information for this article can be found online at http://dx.doi.org/10.7717/
peerj.12301#supplemental-information.

REFERENCES
Abe H, Yamaguchi-Shinozaki K, Urao T, Iwasaki T, Hosokawa D, Shinozaki K. 1997.

Role of arabidopsisMYC and MYB homologs in drought- and abscisic acid-regulated
gene expression. The Plant Cell 9:1859–1868 DOI 10.2307/3870530.

Ashburner M, Ball CA, Blake JA, Botstein D, Butler H, Cherry JM, Davis AP,
Dolinski K, Dwight SS, Eppig JT, Harris MA, Hill DP, Tarver LI, Kasarskis A,
Lewis S, Matese JC, Richardson JE, RingwaldM, Rubin GM, Sherlock G. 2000.
Gene ontology: tool for the unification of biology. Nature Genetics 25:25–29
DOI 10.1038/75556.

Barakat A, Bagniewska-Zadworna A, Choi A, Plakkat U, Diloreto DS, Yellanki P, Carl-
son JE. 2009. The cinnamyl alcohol dehydrogenase gene family in Populus: phylogeny,
organization, and expression. BMC Plant Biology 9:26 DOI 10.1186/1471-2229-9-26.

Bethke G, Grundman RE, Sreekanta S, TrumanW, Glazebrook J. 2013. Arabidopsis
PECTIN METHYLESTERASEs contribute to immunity against Pseudomonas
syringae. Plant Physiology 164:1093–1107 DOI 10.1104/pp.113.227637.

Caffall KH, Mohnen D. 2009. The structure, function, and biosynthesis of plant cell wall
pectic polysaccharides. Carbohydrate Research 344:1879–1900
DOI 10.1016/j.carres.2009.05.021.

Luo et al. (2021), PeerJ, DOI 10.7717/peerj.12301 16/21

https://peerj.com
http://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA545783
https://www.ncbi.nlm.nih.gov/biosample/SAMN11928018/
https://www.ncbi.nlm.nih.gov/nuccore/GJJA00000000.1/
http://dx.doi.org/10.7717/peerj.12301#supplemental-information
http://dx.doi.org/10.7717/peerj.12301#supplemental-information
http://dx.doi.org/10.2307/3870530
http://dx.doi.org/10.1038/75556
http://dx.doi.org/10.1186/1471-2229-9-26
http://dx.doi.org/10.1104/pp.113.227637
http://dx.doi.org/10.1016/j.carres.2009.05.021
http://dx.doi.org/10.7717/peerj.12301


Cao J, Yan J, Zhao Y, JiangW. 2013. Effects of postharvest salicylic acid dipping on
Alternaria rot and disease resistance of jujube fruit during storage. Journal of the
Science of Food and Agriculture 93:3252–3258 DOI 10.1002/jsfa.6167.

Carisse KX, Burnett PA, Tewari JP, ChenMH, Helm JH. 2000.Histopathological study
of barley cultivars resistant and susceptible to Rhynchosporium secalis. Phytopathology
90:94–102 DOI 10.1094/PHYTO.2000.90.1.94.

Collinge DB, JensenMK, Lyngkjaer MF, Rung J. 2008.How can we exploit func-
tional genomics approaches for understanding the nature of plant defences?
Barley as a case study. European Journal of Plant Pathology 121:257–266
DOI 10.1007/978-1-4020-8780-6_5.

Deng YY, Li JQ,Wu SF, Zhu YP, Zhu YP, Chen YW, He FC. 2006. Integrated nr
database in protein annotation system and its localization. Computer Engineering
32:71–74.

Dhaliwal HS, Uchimiya H. 1999. Genetic engineering for disease and pest resistance in
plants. Plant Biotechnology 16:255–261 DOI 10.5511/plantbiotechnology.16.255.

Dubos C, Gourrierec JL, Baudry A, Huep G, Lepiniec L. 2010a.MYBL2 is a new regula-
tor of flavonoid biosynthesis in Arabidopsis thaliana. The Plant Journal 55:940–953
DOI 10.1111/j.1365-313X.2008.03564.x.

Dubos C, Stracke R, Grotewold E,Weisshaar B, Martin C, Lepiniec L. 2010b.
MYB transcription factors in Arabidopsis. Trends in Plant Science 15:573–581
DOI 10.1016/j.tplants.2010.06.005.

Fang ZD. 1998. Plant disease research methods. Third edition. Beijing: China Agricultural
Press.

Green NE. 1975. Phenylalanine Ammonia-lyase, Tyrosine Ammonia-lyase, and Lignin in
Wheat Inoculated with Erysiphe graminis f. sp. tritici. Phytopathology 65:1071–1074
DOI 10.1016/0031-9422(75)85271-X.

Hosoda K, Imamura A, Katoh E, Hatta T, Tachiki M, Yamada H, Yamazaki MT.
2002.Molecular structure of the GARP family of plant Myb-Related DNA bind-
ing Mtifs of the Arabidopsis response regulators. The Plant Cell 14:2015–2029
DOI 10.2307/3871695.

Hwang BK, Sunwoo JY, Kim YJ, Kim BS. 1997. Accumulation of β-1, 3-glucanase
and chitinase isoforms, and salicylic acid in the DL-β-amino-n-butyric acid-
induced resistance response of pepper stems to Phytophthora capsica. Physiological
& Molecular Plant Pathology 51:305–322 DOI 10.1006/pmpp.1997.0119.

Kanehisa M, Goto S, Kawashima S, Okuno Y, Hattori M. 2004. The KEGG resource for
deciphering the genome. Nucleic Acids Research 32:277–280 DOI 10.1093/nar/gkh063.

Kim SJ, KimMR, Bedgar DL, Moinuddin SGA, Cardenas CL, Davin LB, Kang
CH, Lewis NG. 2004. Functional reclassification of the putative cinnamyl
alcohol dehydrogenase multigene family in Arabidopsis. Proceedings of the
National Academy of Sciences of the United States of America 101:1455–1460
DOI 10.1073/pnas.0307987100.

Kim SJ, Kim KW, ChoMH, Franceschi VR, Davin LB, Lewis NG. 2007. Expression of
cinnamyl alcohol dehydrogenases and their putative homologues during Arabidopsis

Luo et al. (2021), PeerJ, DOI 10.7717/peerj.12301 17/21

https://peerj.com
http://dx.doi.org/10.1002/jsfa.6167
http://dx.doi.org/10.1094/PHYTO.2000.90.1.94
http://dx.doi.org/10.1007/978-1-4020-8780-6_5
http://dx.doi.org/10.5511/plantbiotechnology.16.255
http://dx.doi.org/10.1111/j.1365-313X.2008.03564.x
http://dx.doi.org/10.1016/j.tplants.2010.06.005
http://dx.doi.org/10.1016/0031-9422(75)85271-X
http://dx.doi.org/10.2307/3871695
http://dx.doi.org/10.1006/pmpp.1997.0119
http://dx.doi.org/10.1093/nar/gkh063
http://dx.doi.org/10.1073/pnas.0307987100
http://dx.doi.org/10.7717/peerj.12301


thaliana growth and development: lessons for database annotations?. Phytochemistry
68(2007):1957–1974 DOI 10.1016/j.phytochem.2007.02.032.

KimHG, Kwon SJ, Jang YJ, NamM, Chung JH, Na Y, Guo H, Park O. 2013. GDSL
LIPASE1 modulates plant immunity through feedback regulation of ethylene
signaling. Plant Physiology 163:1776–1791 DOI 10.1104/pp.113.225649.

KimD, Langmead B, Salzberg SL. 2015.HISAT: a fast spliced aligner with low memory
requirements. Nature Methods 12:357–360 DOI 10.1038/nmeth.3317.

Knight ME, Halpin C, SchuchW. 1992. Identification and characterisation of cDNA
clones encoding cinnamyl alcohol dehydrogenase from tobacco. Plant Molecular
Biology 19:793–801 DOI 10.1007/BF00027075.

Kondou Y, NakazawaM, KawashimaM, Ichikawa T, Yoshizumi T, Suzuki K, Ishikawa
A, Koshi T, Matsui R, Muto R. 2008. Retarded growth of embryo1, a New Basic
Helix-Loop-Helix protein, expresses in endosperm to control embryo growth. Plant
Physiology 147:1924–1935 DOI 10.1104/pp.108.118364.

Kram BW, Bainbridge EA, Perera M, Carter C. 2008. Identification, cloning and
characterization of a GDSL lipase secreted into the nectar of Jacaranda mimosifolia.
Plant Molecular Biology 68:173 DOI 10.1007/s11103-008-9361-1.

Kwon SJ, Jin HC, Lee S, NamMH, Chung JH, Kwon SI, Ryu CM, Park O. 2009.
GDSL lipase-like 1 regulates systemic resistance associated with ethylene sig-
naling in Arabidopsis. Plant Journal for Cell & Molecular Biology 58:235–245
DOI 10.1111/j.1365-313X.2008.03772.x.

Lee KA, Cho TJ. 2003. Characterization of a salicylic acid- and pathogen-induced
lipase-like gene in Chinese cabbage. Journal of Biochemistry and Molecular Biology
36:433–441 DOI 10.5483/BMBRep.2003.36.5.433.

Li SJ. 2013. Study on the protein toxin of Hybrid Bamboo Shoot Blight Pathogen and its
precise mechanism of action. D. Phil. Thesis, Sichuan Agricultural University.

Li SJ, Fang XM, Han S, Zhu TH, Zhu HMY. 2019. Differential proteome analysis
of Hybrid Bamboo (Bambusa pervariabilis× Dendrocalamopsis grandis) un-
der fungal stress (Arthrinium phaeospermum). Scientific Reports 9(1):18681
DOI 10.1038/s41598-019-55229-0.

Li SJ, He QQ, Peng Q, Zhu HMY, Li SH, Zhu TH. 2018. Induction of resistance to
Bambusa pervariabilis×Dendrocalamopsis grandis blight by protein AP-toxin
and response of culturable microorganisms. European Journal of Plant Pathology
153:1185–1202 DOI 10.1007/s10658-018-01635-5.

Li Y,Wang N, Zhao FT, Song X, Yin Z, Huang R, Zhang C. 2014. Changes in the
transcriptomic profiles of maize Roots in response to iron-deficiency stress. Plant
Molecular Biology 85:349–363 DOI 10.1007/s11103-014-0189-6.

Lin L, Jiang L, Yu H, Zhou YM,Wei RF, Li JL, Jiang XP. 2014. Enzyme activities
of different grape varieties infected by Plasmopara viticola. Journal of Southern
Agriculture 45:222–225.

LiuMY, Qiao GR, Jing J, Yang HQ, Xie LH, Xie JZ, Zhuo RY. 2012. Transcriptome
sequencing and de novo analysis for Ma Bamboo (Dendrocalamus latiflorusMunro)
using the illumina platform. PLOS ONE 7:e46766 DOI 10.1371/journal.pone.0046766.

Luo et al. (2021), PeerJ, DOI 10.7717/peerj.12301 18/21

https://peerj.com
http://dx.doi.org/10.1016/j.phytochem.2007.02.032
http://dx.doi.org/10.1104/pp.113.225649
http://dx.doi.org/10.1038/nmeth.3317
http://dx.doi.org/10.1007/BF00027075
http://dx.doi.org/10.1104/pp.108.118364
http://dx.doi.org/10.1007/s11103-008-9361-1
http://dx.doi.org/10.1111/j.1365-313X.2008.03772.x
http://dx.doi.org/10.5483/BMBRep.2003.36.5.433
http://dx.doi.org/10.1038/s41598-019-55229-0
http://dx.doi.org/10.1007/s10658-018-01635-5
http://dx.doi.org/10.1007/s11103-014-0189-6
http://dx.doi.org/10.1371/journal.pone.0046766
http://dx.doi.org/10.7717/peerj.12301


Liu FL,WangWJ, Sun XT, Liang ZR,Wang FJ. 2014. RNA-Seq revealed com-
plex response to heat stress on transcriptomic level in Saccharina japonica
(Laminariales, Phaeophyta). Journal of Applied Phycology 26:1585–1596
DOI 10.1007/s10811-013-0188-z.

MaGL, Hu GL, Yu CZ,Wu JL, Xu BC. 2003. Phyllostachys prominens plum shoot wilt
pathogenic fungoid and its biological characteristics. Journal of Zhejiang Agricultural
and Forestry University 020:44–48.

Oh IS, Park AR, BaeMS, Kwon SJ, Kim YS, Lee JE, Kang YN, Sumin L, Cheong H,
ok Park. 2005. ecretome analysis reveals an Arabidopsis lipase involved in defense
against Alternaria brassicicola. The Plant Cell 17:2832–2847 DOI 10.1093/pcp/pcp173.

Peng Q, Fang XM, Zong XZ, He QQ, Zhu TH, Han S, Li SJ. 2020. Comparative tran-
scriptome analysis of Bambusa pervariabilis×Dendrocalamopsis grandis against
Arthrinium phaeospermum under protein AP-toxin induction. Gene 725:144160
DOI 10.1016/j.gene.2019.144160.

Peng ZH, Lu Y, Li L, Zhao Q, Feng Q, Gao ZM, Lu HY, Hu T, Yao N, Liu KY, Li Y, Fan
DL, Guo YL, LiWJ, Lu YQ,Weng QJ, Zhou CC, Zhang L, Huang T, Zhao Y, Zhu
CR, Liu XG, Yang XW,Wang T, Miao K, Zhuang CY, Cao XL, TangWL, Liu GS,
Liu YL, Chen J, Liu ZJ, Yuan LC, Liu ZH, Huang XH, Lu TT, Fei BH, Ning ZM,
Han B, Jiang ZH. 2013. The draft genome of the fast-growing non-timber forest
species moso bamboo (Phyllostachys heterocycla). Nature Genetics 45:456–461
DOI 10.1038/ng.2569.

Pereira AC, CruzM, Paula Júnior TJ, Rodrigues FA, Carneiro J, Vieira RF, Carneiro
P. 2013. Infection process of Fusarium oxysporum f. sp. phaseoli on resistant,
intermediate and susceptible bean cultivars. Tropical Plant Pathology 38:323–328
DOI 10.1590/S1982-56762013005000022.

Raiola A, Lionetti V, Elmaghraby I, Immerzeel P, Mellerowicz EJ, Salvi G, Cervone F,
Bellincampi D. 2011. Pectin methylesterase is induced in Arabidopsis upon infection
and is necessary for a successful colonization by necrotrophic pathogens.Molecular
Plant-Microbe Interactions 24:432–440 DOI 10.1094/MPMI-07-10-0157.

Saballos A, Ejeta G, Sanchez E, Kan C, VermerrisW. 2009. A genomewide analysis
of the cinnamyl alcohol dehydrogenase family in sorghum [Sorghum bicolor (L.)
Moench] identifies SbCAD2 as the brown midrib6 gene. Genetics 181:783–795
DOI 10.1534/genetics.108.098996.

Salgado LR, Koop DM, Pinheiro DG, Rivallan R, Guen VL, Nicolás MF, Almeida LGPD,
Rocha VR, Magalhães M, Gerber AL, Figueira A, Cascardo JCDM, Vasconcelos
ATRD, JrWAS, Coutinho LL, Garcia D. 2014. De novo transcriptome analysis of
Hevea brasiliensis tissues by RNA-seq and screening for molecular markers. BMC
Genomics 15:236–236 DOI 10.1186/1471-2164-15-236.

Shi R, Sun YH, Li QZ, Heber S, Sederoff R, Chiang VL. 2010. Towards a systems
approach for lignin biosynthesis in Populus trichocarpa: transcript abundance and
specificity of the monolignol biosynthetic genes. Plant & Cell Physiology 51:144–163
DOI 10.1093/pcp/pcp175.

Luo et al. (2021), PeerJ, DOI 10.7717/peerj.12301 19/21

https://peerj.com
http://dx.doi.org/10.1007/s10811-013-0188-z
http://dx.doi.org/10.1093/pcp/pcp173
http://dx.doi.org/10.1016/j.gene.2019.144160
http://dx.doi.org/10.1038/ng.2569
http://dx.doi.org/10.1590/S1982-56762013005000022
http://dx.doi.org/10.1094/MPMI-07-10-0157
http://dx.doi.org/10.1534/genetics.108.098996
http://dx.doi.org/10.1186/1471-2164-15-236
http://dx.doi.org/10.1093/pcp/pcp175
http://dx.doi.org/10.7717/peerj.12301


Sun JM, Zhang JZ, Fang H, Peng LY,Wei SL, Li CS, Zaheng SJ, Lu J. 2019. Comparative
transcriptome analysis reveals resistance-related genes and pathways inMusa
acuminata banana Guijiao 9’’ in response to Fusarium wilt. Plant Physiology and
Biochemistry 141:83–94 DOI 10.1016/j.plaphy.2019.05.022.

Takahashi K, Shimada T, KondoM, Tamai A, Mori M, NishimuraM, Hara-Nishimura
I. 2009. Ectopic expression of an esterase, which is a candidate for the unidentified
plant cutinase, causes cuticular defects in Arabidopsis thaliana. Plant & Cell Physiol-
ogy 51:123–131 DOI 10.1093/pcp/pcp173.

Tatusov RL, GalperinMY, Natale DA. 2000. The COG database: a tool for genome
scale analysis of protein functions and evolution. Nucleic Acids Research 28:33–36
DOI 10.1093/nar/28.1.33.

Tobias CM, Chow EK. 2005. Structure of the cinnamyl-alcohol dehydrogenase gene
family in rice and promoter activity of a member associated with lignification. Planta
220:678–688 DOI 10.1007/s00425-004-1385-4.

Vallad GE, Subbarao KV. 2008. Colonization of resistant and susceptible lettuce cultivars
by a green fluorescent protein-tagged isolate of Verticillium dahliae. Phytopathology
98:871 DOI 10.1094/PHYTO-98-8-0871.

Villegas D, HandfordM, Alcalde JA, Perez-Donoso A. 2016. Exogenous application of
pectin-derived oligosaccharides to grape berries modifies anthocyanin accumulation,
composition and gene expression. Plant Physiology and Biochemistry 104:125–133
DOI 10.1016/j.plaphy.2016.03.020.

Wang LK, Feng ZX,Wang X,Wang XW, Zhang XG. 2010. DEGseq: an R package
for identifying differentially expressed genes from RNA-seq data. Bioinformatics
26:136–138 DOI 10.1093/bioinformatics/btp612.

Wang Y, Zhou L, Yu X, Ed S, Feng L, Duan Y. 2016. Transcriptome profiling
of Huanglongbing (HLB) tolerant and susceptible Citrus plants reveals the
role of basal resistance in HLB tolerance. Frontiers in Plant Science 7:933
DOI 10.3389/fpls.2016.00933.

Wyrambik D, Grisebach H. 1975. Purification and properties of isoenzymes of
cinnamyl-alcohol dehydrogenase from soybean-cell-suspension cultures. European
Journal of Biochemistry 59:9–15 DOI 10.1111/j.1432-1033.1975.tb02418.x.

Yubedee AG. 2013. Role of polyphenol oxidase, peroxidase and total phenol content in
differential resistance of Dioscorea varieties to Fusarium moniliforme. Indian Journal
of Agricultural Sciences 68:644–646.

Zhang D, Bao Y, Sun Y, Yang H, Xu X. 2020. Comparative transcriptome analysis reveals
the response mechanism of Cf-16-mediated resistance to Cladosporium fulvum
infection in tomato. BMC Plant Biology 20:33 DOI 10.1186/s12870-020-2245-5.

Zhang H, Ying YQ,Wang J, Zhao XH, ZengW, Beahan C, He JB, Chen XY, Bacic A,
Song LL,Wu AM. 2018. Transcriptome analysis provides insights into xylogenesis
formation in Moso bamboo (Phyllostachys edulis) shoot. Scientific Reports 8:3951
DOI 10.1038/s41598-018-21766-3.

Luo et al. (2021), PeerJ, DOI 10.7717/peerj.12301 20/21

https://peerj.com
http://dx.doi.org/10.1016/j.plaphy.2019.05.022
http://dx.doi.org/10.1093/pcp/pcp173
http://dx.doi.org/10.1093/nar/28.1.33
http://dx.doi.org/10.1007/s00425-004-1385-4
http://dx.doi.org/10.1094/PHYTO-98-8-0871
http://dx.doi.org/10.1016/j.plaphy.2016.03.020
http://dx.doi.org/10.1093/bioinformatics/btp612
http://dx.doi.org/10.3389/fpls.2016.00933
http://dx.doi.org/10.1111/j.1432-1033.1975.tb02418.x
http://dx.doi.org/10.1186/s12870-020-2245-5
http://dx.doi.org/10.1038/s41598-018-21766-3
http://dx.doi.org/10.7717/peerj.12301


Zhang L, Zhao G, Jia J, Liu X, Kong X. 2012.Molecular characterization of 60 isolated
wheat MYB genes and analysis of their expression during abiotic stress. Journal of
Experimental Botany 63:203–214 DOI 10.1093/jxb/err264.

Zhu TH, Huang ZC, Gao QZ, Mou YQ, Luo YQ, Mao XT, Li XD. 2009. Investigation
andspatial distribution of Bambusa pervariabilis×Dendrocalamopsis grandis. Journal
of Sichuan Forestry Science and Technology 30:29–31.

Luo et al. (2021), PeerJ, DOI 10.7717/peerj.12301 21/21

https://peerj.com
http://dx.doi.org/10.1093/jxb/err264
http://dx.doi.org/10.7717/peerj.12301

