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Abstract: Peptides play an essential role in plant development and immunity. Filipendula ulmaria,
belonging to the Rosaceae family, is a medicinal plant which exhibits valuable pharmacological
properties. F. ulmaria extracts in vitro inhibit the growth of a variety of plant and human pathogens.
The role of peptides in defense against pathogens in F. ulmaria remains unknown. The objective
of this study was to explore the repertoire of antimicrobial (AMPs) and defense-related signaling
peptide genes expressed by F. ulmaria in response to infection with Bipolaris sorokiniana using RNA-seq.
Transcriptomes of healthy and infected plants at two time points were sequenced on the Illumina
HiSeq500 platform and de novo assembled. A total of 84 peptide genes encoding novel putative AMPs
and signaling peptides were predicted in F. ulmaria transcriptomes. They belong to known, as well as
new, peptide families. Transcriptional profiling in response to infection disclosed complex expression
patterns of peptide genes and identified both up- and down-regulated genes in each family. Among
the differentially expressed genes, the vast majority were down-regulated, suggesting suppression of
the immune response by the fungus. The expression of 13 peptide genes was up-regulated, indicating
their possible involvement in triggering defense response. After functional studies, the encoded
peptides can be used in the development of novel biofungicides and resistance inducers.

Keywords: plant immunity; fungal pathogens; antimicrobial peptides; signaling peptides; high-throughput
transcriptome sequencing (RNA-seq); Filipendula ulmaria (L.) Maxim.; Bipolaris sorokiniana

1. Introduction

Supplying sufficient food for the growing world population is of prime importance for
mankind. Diseases caused by pathogens and pests pose the greatest challenge to cultivated
crops. The total losses of agricultural products due to pathogenic fungi, oomycetes, bacteria,
nematodes, insect pests, and viruses can reach 11–30% on a global scale [1]. The greatest
damage is caused by pathogenic fungi [2,3]. Since the middle of the 20th century, the
severity and scale of fungal diseases have been constantly increasing [4,5]. The estimated
pre-harvest and post-harvest losses amount to 10–23% [4].

To control diseases, various strategies are used in agriculture. One of the most potent
of them is chemical control, which includes the use of fungicides which considerably
decrease crop losses [6]. Although fungicides prevent the spread of infection, their use is
unsafe since they affect beneficial soil microbiota, accumulate in food chains disturbing
the ecological balance, and promote the appearance of resistant strains of pathogens. The
employment of resistant plant varieties carrying resistance genes is another strategy for
controlling the infection. However, resistance is rarely long-lasting and sooner or later new
resistant races emerge [7]. The alternative strategy is the use of non-pathogenic strains that
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provide biocontrol and thereby reduce the incidence of disease. However, the effectiveness
of the protection provided by these biological agents is highly dependent on various factors,
such as geographical and climatic conditions, among others.

Plants protect themselves from pathogens and pests by producing a plethora of antimi-
crobial compounds including secondary metabolites, phytoanticipins and phytoalexins,
antimicrobial proteins (>10 kDa) and peptides (AMPs) (<10 kDa). AMPs represent an
essential part of the innate immunity system of all multicellular organisms [8]. In accor-
dance with 3D structure similarity, AMPs are subdivided into several families: defensins,
non-specific lipid-transfer proteins (nsLTPs), thionins, hevein- and knottin-like peptides,
cyclotides, α-hairpinins, etc. AMPs display broad-spectrum inhibitory activity against
diverse pathogens: bacteria, fungi, and viruses [9–11]. AMPs are effective against both
plant and human pathogens, including multidrug-resistant strains, by targeting plasma
membranes and/or intracellular components of pathogens [12]. They are not toxic to
mammalian cells [9]. Furthermore, in contrast to conventional antibiotics, they slowly
select resistant pathogens [13].

Since plant AMPs are natural, nontoxic, rapidly acting, and highly efficient antimicro-
bials with low incidence of resistance development in pathogens, they show great promise
for the production of disease-resistant crops. Their potential has been demonstrated by
the heterologous expression of AMP genes in transgenic plants. Numerous studies have
shown that overexpression of AMP genes in model and crop plants results in enhanced
resistance to pathogens. These encouraging results were obtained for various AMP fam-
ilies: defensins [14–19], thionins [20–22], hevein-like peptides [23–25], snakins [26–28],
nsLTPs [29–31], etc.

For example, overexpression of a wasabi defensin in transgenic rice increased resis-
tance to the fungus Magmasporthe grisea [14]. Petunia floral defensins enhanced resistance
to Fusarium wilt in transgenic banana plants [18]. Overexpression of a snakin-1 gene in
transgenic potato plants enhanced resistance to Rhizoctonia solani and Erwinia carotovora [26].
Overexpression of an nsLTP antimicrobial protein gene from Leonurus japonicas in trans-
genic Populus tomentosa increased resistance to the fungal pathogens Alternaria alternata and
Colletotrichum gloeosporioides [31]. Transgenic plants of Nicotiana benthamiana overexpressing
LTP1 showed enhanced resistance to the tobacco mosaic virus [29]. In addition to the
production of transgenic plants, in vitro application of AMPs can be also an effective way
to control plant diseases [32].

An obvious advantage of AMPs is that they rapidly kill pathogens at all developmental
stages including spores, while most agricultural antibiotics and fungicides act only on
pathogens in the growing stage [32]. Other important merits of AMPs essential for plant
protection include synergism with antimicrobials and fungicides and promotion of plant
growth by modulating symbiotic microflora [32].

Another group of plant biologically active peptides showing promise for plant protec-
tion include signaling peptides, which regulate immune response in plants [33]. This group
is referred to as “phytocytokines” [34,35]. They protect plants against diseases by triggering
the immunity mechanisms. For example, treatment of plants with the elicitor Pep peptides
enhances their resistance to fungal and bacterial pathogens and herbivores. Zea mays plants
treated with the elicitor peptide ZmPep3 showed enhanced resistance to herbivores due to
the induced production of phytoalexins and volatiles [36]. Pretreatment of peach plants
with Prunus persica peptides PpPep1 and PpPep2 protect them from Xanthomoas asboricola
pv. pruni infection [37].

As natural antibiotics and immune response regulators, AMPs and signaling peptides
represent a valuable, but still insufficiently explored, pool of novel anti-infective agents
and regulatory molecules which can be used in the development of new antimicrobials
and environmentally friendly plant protection agents, the need for which increases every
year [32].

Fungi belonging to the genus Bipolaris cause common root rots and crown rot diseases,
which are widespread in different zones of cultivation of cereal crops. In addition to root
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rot, Bipolaris sorokiniana is the causal agent of other destructive diseases, such as spot blotch,
seedling blight, head blight, and black point [38]. Bipolaris spp. have a wide host range and
are able to infect not only cereals, but also plants from other families [39].

Different methods have been used to control the diseases caused by B. sorokiniana [38].
The use of the endophytic bacterium Pseudomonas mediterranea, the actinobacterium No-
cardiopsis dassonvillei, the bacterial strain Lysobacter enzymogenes C3, and the fungal strain
Rhizoctonia BNR-8-2 as biological control agents was successful in suppressing common
root rot and crown rot [40,41]. Crop rotation is also an important management strategy
to control these diseases [42]. Breeding for resistance to spot blotch is the optimal option
to control spot blotch. Several fungicides, such as carbendazim, propiconazole, and azox-
istrobin have been used with good results in the management of spot botch. Biocontrol
agents, together with methyl jasmonate or salicylate, were also found to be effective in con-
trolling this disease [43,44]. Management of black point in seeds can be achieved through
the use of resistant varieties, fungicides (tebuconazole, imidacloprid, difenoconazole, and
cyproconazole), or biocontrol agents [45]. The limitations of all these methods are the same
as for the treatment of all fungal infections mentioned above.

The shortcomings of existing approaches to control diseases caused by B. sorokiniana
and other fungal pathogens urgently require the development of alternative means of
pathogen control. Wild plant species resistant to biotic stress are increasingly attracting the
attention of researchers as sources of antimicrobial compounds and resistance modulators.
In this study, a wild plant species Filipendula ulmaria (L.) Maxim. was selected to identify
biologically active peptides involved in the activation and regulation of the immune
response to the infection with B. sorokiniana.

F. ulmaria is a perennial plant of the Rosaceae family. It is used as a leaf vegetable, and
the flowers and leaves are used to prepare a healthy tea, rich in biologically active com-
pounds [46]. The plant has long been used in folk medicine and is included in the official
pharmacopoeia of many Western European countries. The meadowsweet extracts have
anti-septic, hepatoprotective, analgesic, anti-inflammatory, gastroprotective, anti-coagulant,
anti-rheumatic, immunomodulatory, and cytotoxic properties, and are used in the treatment
of various diseases such as arthritis, rheumatism, colds, and conjunctivitis [47].

In vitro tests have shown that F. ulmaria leaf extracts are capable of inhibiting growth
of the human pathogen Helicobacter pilori [48]. The seed extracts of F. ulmaria suppress
the growth of the Gram-negative bacterium Eischerichia coli O157:H7 causing foodborne
infections, as well as a wide range of plant pathogens such as Fusarium oxysporum and
B. sorokiniana [49]. To identify the secondary metabolites responsible for the biological
activities of meadowsweet, studies of F. ulmaria metabolome were conducted. They resulted
in the identification of 119 compounds, of which 69 were specific to meadowsweet [50]. A
rich diversity of phenolic constituents was detected. However, their role in the biological
activity of F. ulmaria remains unexplored. Moreover, biologically active compounds of the
polypeptide nature, antimicrobial and defense-related signaling peptides, in this species
have not been studied so far. The objective of this study was to explore the repertoire of
AMPs and signaling peptides in F. ulmaria and their expression profile in response to the
infection with B. sorokiniana using RNA-seq. RNA-sequencing technology has been widely
used to explore host responses to infection with pathogens at a whole-genome level. It
provides an integrative view of plant reactions mounted by the attack of a pathogen. In our
work, of thousands of genes, we focused on AMP and signaling peptide genes. Using an
earlier developed algorithm, we studied the array of peptide genes in F. ulmaria and their
regulation by B. sorokiniana infection. As a result of this study, we discovered as many as
84 novel peptide genes in de novo assembled transcriptomes of F. ulmaria and identified
differentially expressed genes (DEGs), and discussed their role in response to F. ulmaria
plants subjected to B. sorokiniana infection.

The discovered peptide molecules identified by transcriptome analysis and further
functionally characterized can serve as valuable templates for the creation of novel bio-
fungicides and immunity inducers.
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2. Materials and Methods
2.1. Biological Material

Seeds of Filipendula ulmaria (L.) Maxim. collected in the Moscow region (Russia) were
used in the experiment.

Bipolaris sorokiniana strain VKM F-4006 was obtained from the State Collection of
Plant Pathogenic Microorganisms at the All-Russian Research Institute of Phytopathology
(Moscow region, Russia). The fungus was maintained on potato-carrot agar (PCA medium:
200 g of white potato, 200 g of carrot, 20 g of agar per 1 L of medium) in Petri dishes. For
the experiment, a 0.5 × 0.5 cm3 agar block with mycelium was transferred to a new Petri
dish and incubated at +24 ◦C until the onset of sporulation. Conidia were washed off the
colony surface with 5 mL of sterile water, and then the suspension was filtered through a
sterile cloth to remove conidia fragments. The concentration of conidiospores in the stock
suspension was evaluated using a Goryaev chamber; if necessary, the suspension was
diluted with sterile water to the required conidia concentration.

2.2. Experimental Design

F. ulmaria seeds were surface sterilized with 70% ethanol for 5 min, followed by triple
rinsing with a large volume of sterile water. The sterilized seeds were sown in a pre-
steamed mixture of soil and perlite (1:2, v/v) in four plastic containers with 100 seeds
in each container. For cold stratification, closed containers were placed in the dark at
+8 ◦C for three months, whereupon they were transferred to a climate chamber at +25 ◦C
for two weeks until the emergence of two true leaves. At this stage, plants from each
container were divided into two experimental groups, pathogen-inoculated (B. sorokiniana)
and mock-inoculated control group, by transplanting into two new containers. Thus, four
experimental repeats were obtained. For inoculation, freshly prepared conidia suspension
(7 mL per container at a concentration of 0.5 × 106 conidia/mL) was applied to the leaves.
Control seedlings were treated similarly with 7 mL of sterile water. After treatment, all
plants were maintained in the climate chamber at +25 ◦C and a photoperiod of 16 h day/8 h
night. Four samples of plant tissue for RNA isolation from the control and infected groups
were taken 24 and 48 h post inoculation (hpi) or water treatment. They were denoted as
control samples 1 and 3 (24 and 48 hpi, respectively) and infected samples 2 and 4 (24 and
48 hpi, respectively). For each experimental group, a pooled sample of 8–12 whole plants
(200–250 mg of plant tissue) from four containers was cut into pieces and divided into
two equal parts (replicates a and b), each of which was fixed in 1 mL of IntactRNA reagent
(Eurogen, Moscow, Russia) in Eppendorf tubes.

2.3. RNA Isolation

Total RNA was isolated using Plant RNA Isolation Aid kit (Ambion, ThermoFisher,
Waltham, MA, USA) according to the protocol recommended by the manufacturer. RNA
concentration was determined on a Qubit fluorimeter (Invitrogen, ThermoFisher, Waltham,
MA, USA), and the quality of the RNA preparations was checked on an Agilent 2100 Bioan-
alyzer (Agilent Technologies, Santa Clara, CA, USA). One half of each RNA sample was
used for production of eight cDNA libraries for Illumina NextSeq 500 (Illumina, San Diego,
CA, USA) sequencing; the remaining half was used for qRT-PCR validation.

2.4. Library Construction and NGS

mRNA from eight F. ulmaria samples 1a, 1b, 2a, 2b, 3a, 3b, 4a, and 4b was enriched
using oligo (dT) beads. cDNA libraries were obtained with the TruSeq stranded mRNA
library Prep kit (Illumina) according to the manufacturer’s protocol. The quality of cDNA
libraries was checked with Agilent 2100 Bioanalyzer (Agilent Technologies). Illumina
NextSeq 500 sequencing was carried out on the equipment of EIMB RAS “Genome” Center.
For the libraries 1a, 1b, 2a and 2b 75-bp single-end reads, and for 3a, 3b, 4a, 4b, 150-bp
paired-end reads were obtained. FASTQ files were produced with bcl2fastq Conversion
Software v1.8.4 (Illumina).
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2.5. Sequencing Data Analysis

Read quality was assessed using FastQC (version 0.11.9) [51]. To remove adapter
sequences and low-quality reads, raw reads from each sample were trimmed with Trimmo-
matic software (version 0.38) using the following parameters: “ILLUMINACLIP: TruSeq3-
PE.fa:2:30:10 LEADING:3 TRAILING:3 SLIDINGWINDOW:4:30 MINLEN:36” for samples
1 and 2; “ILLUMINACLIP: TruSeq3-PE.fa:2:20:10 LEADING:3 TRAILING:3 SLIDINGWIN-
DOW:4:30” for samples 3 and 4 [52]. Trimmed reads from each sample were combined
and de novo assembled using rnaSPAdes software (version 3.15.4) with default parame-
ters [53]. Assembled transcripts were annotated using TransDecoder (version 5.5.0) soft-
ware with default parameters [54]. The quality of transcriptome assembly was evaluated
with QUAST (version 5.0.2) [55]. Transcriptome assembly and annotation completeness
were also assessed with BUSCO (version 5.2.10) software with parameters “m prot -l
viridiplantae_odb10” [56].

2.6. Identification of CRP and Pep Precursors in F. ulmaria Transcriptomes

The pipeline for the identification of putative CRPs was described earlier [57,58]. Peps
were discovered by BLAST search using the available sequences of orthologs found in
Rosaceae plants. Signal peptides were predicted with SignalP 6.0 [59]. All identified puta-
tive AMPs were tested by the CAMPR4 program to predict if they belonged to antimicrobial
peptides [60]. Isoelectric point (pI) for each putative mature peptide was calculated by IPC
tool [61]. The C-terminal glycosylphosphatidylinositol-anchored (GPI-anchored) signals of
nsLTPs were predicted by the big-PI PPlant Predictor program [62]. All alignments were
constructed using Vector NTI Advance 9 software (Invitrogen).

2.7. Analysis of DEGs

Differential gene expression analysis was based on read counts from infected seedlings
compared to those obtained from untreated control seedlings. DEGs were identified using
DESeq2 package [63]. Clean reads were mapped to the combined transcriptome assembly
using BWA MEM algorithm and SAMtools [64,65]. Expression values were calculated
as counts per million (CPM) mapped reads. Minimal expression threshold was defined
as 0.3. DEGs were those with an expression fold change ≥1.5 (up-regulation) or ≤0.5
(down-regulation) and FDR ≤ 0.5. CRP gene expression patterns were represented by heat
maps (R package gplots v3.0.1).

2.8. Validation of RNA-Seq Data by qRT-PCR Analysis

To validate the transcriptomic data, 10 genes were randomly selected for qRT-PCR
analysis. RNA obtained by mixing RNA preparations from two replicates of the same
sample in an equal ratio was used for cDNA synthesis with oligo(dT) primer and Mint
cDNA synthesis kit (Evrogen) according to the manufacturer’s instructions. The list of
primers used in PCR is shown in Table S1. qRT-PCR was performed using the qPCRmix-
HS SYBR+HighROX kit (Eurogen) according to the manufacturer’s protocol on a DT-96
Real-Time Instrument (DNA-technology, Moscow, Russia). PCR conditions were as follows:
initial denaturation step at 94 ◦C for 2 min followed by 40 cycles of denaturation at 94 ◦C
for 30 s, primer annealing at 59–60 ◦C for 30 s, and primer extension at 72 ◦C for 30 s,
with the final extension of 5 min at 72 ◦C. The EF1-α (elongation factor 1-alpha) gene of
F. ulmaria was used as the internal control (Table S2). Each experiment was run in three
technical replicates. The relative abundance of transcripts was estimated using the 2−∆∆CT

method [66]. The PCR amplification specificities of genes were confirmed by sequencing
the PCR fragment. The results were presented as the mean ± standard deviation (SD).

3. Results
3.1. Transcriptome Sequencing

To explore the effect of B. sorokiniana infection on F. ulmaria seedlings, RNA-seq of
8 cDNA libraries obtained from infected at 24 and 48 hpi plants (samples 2 and 4 in
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two replicates a and b, respectively) and mock-inoculated at the same time points control
plants (samples 1 and 3 in two replicates a and b, respectively) were sequenced on Illumina
NextSeq 500 platform. As a result, 227,855,151 single-end raw reads were obtained from
samples 1 and 2. Samples 3 and 4 produced 153,580,388 paired-end raw reads. Raw
reads generated by the sequencer were preprocessed to remove adapter sequences and
low-quality reads, resulting in 167,567,433 single-end trimmed reads for samples 1 and 2,
and 127,920,462 paired-end reads for samples 3 and 4. Trimmed reads from the control,
infected and combined libraries were de novo assembled using transcriptome assembler
software rnaSPAdes [53]. Assembly statistics for the combined sample are shown in Table 1.
The quality of assemblies was assessed by BUSCO [56]. The results are shown in Table 2.
A small number of missing single-copy orthologs (missing BUSCOs) pointed to sufficient
quality of the assembly for further analysis.

Table 1. Assembly statistics for the combined sample (1a, 1b, 2a, 2b, 3a, 3b, 4a, 4b).

Parameter Number of Raw Assembled Contigs Number of CDS *

Number of sequences 158,615 46,063
N50, bp 1365 1221

Median length, bp 297 699
Average length, bp 687 933
Maximal length, bp 16,604 14,925

* Coding DNA sequences.

Table 2. Quality evaluation of transcriptome assemblies with BUSCO.

Assembly Complete
BUSCOs (%)

Complete and
Single-Copy
BUSCOs (%)

Complete and
Duplicated

BUSCOs (%)

Fragmented
BUSCOs (%) Missing BUSCOs (%)

1a,1b,2a,2b 237 (55.1) 209 (48.6) 28 (6.5) 116 (27.0) 77 (17.9)

3a,3b,4a,4b 383 (89.1) 335 (77.9) 48 (11.2) 29 (6.7) 18 (4.2)

1a,1b,2a,2b,
3a,3b,4a,4b 351 (81.6) 264 (61.4) 87 (20.2) 55 (12.8) 24 (5.6)

3.2. Identification of Precursors Encoding AMPs and Signaling Peptides
3.2.1. CRPs

Analysis of F. ulmaria transcriptomes using the algorithm for CRP identification based
on cysteine signatures revealed 80 transcripts of putative CRPs. They encoded antimicrobial
and signaling peptides of the following families: defensin-like peptides (DEFLs), nsLTPs,
snakins, thionins, MEG and pollen Ole e 1 peptides, and RALFs.

DEFLs

Most F. ulmaria DEFLs were synthesized as precursor proteins consisting of a signal
peptide and a mature peptide characteristic of class 1 defensins (Figure 1). A few DEFL
precursors possessed a C-terminal domain typical for class 2 defensins. F. ulmaria DEFLs
included five classical defensins with a 8-Cys motif: C-X{4,25}-C-X{2,12}-C-X{3,4}-C-X{3,17}-
C-X{4,32}-C-X-C-X{1,6}-C, one modified FuDEFL1-5 with a Cys-Cys pair, and one bidomain
FuDEFL1-4 (Figure 1). In addition to 8-Cys peptides, F. ulmaria DEFL family included one
6-Cys DEFL3-1, which conforms to the motif: C-X{2,14}-C-X{3,5}-C-X{3,16}-C-X{4,28}-C-X-C.
FuDEFLs 1-1, 1-2, 1-3, 1-6 and 1-7 were annotated as defensin-like peptides, while the
remaining peptides, as hypothetical proteins (Table S2, Figure 1).

All F. ulmaria DEFLs showed the highest sequence similarity to Rosaceae plants’
defensins. Nevertheless, it is worth noting that the sequence identity with defensins of
Rosaceae plants is not very high ranging from 40 to 84%. All but one FuDEFL1-4 of the
predicted DEFLs were basic, which is characteristic of AMPs (Table S2). Correspondingly,
all but one identified F. ulmaria DEFLs were predicted to belong to AMPs.
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Atr-DEF2 [67] and Medicago truncatula MtDef5 [68]. Cysteine residues are shaded black, and identical
amino acids are shaded grey.

Expression profiling showed that meadowsweet DEFL genes differed in expression
levels, which was the highest for FuDEFL1-3 both in control and infected plants (Figure 2).
The FuDEFL1-3 gene was slightly (1.4-fold) up-regulated by B. sorokiniana at 24 hpi; how-
ever, at the later infection stage, its expression level decreased (Figure 2, Table S3). Of the
weakly expressed genes, only FuDEFL1-4 gene was up-regulated by B. sorokiniana infection
at 24 hpi. Three DEFL genes (FuDEFL1-1, 1-6 and 1-7) were down-regulated by the fungus
at 24 hpi (Figure 2, Table S3). Only FuDEFL1-1 and FuDEFL3-1 were down-regulated at
48 hpi. The expression levels of other DEFL genes were unaffected by the fungus.
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Snakins

Seven snakins named FuSN1–7 were discovered in F. ulmaria transcriptomes (Figure 3).
They were synthesized as precursor proteins consisting of a signal peptide and a ma-
ture peptide containing 12 cysteines. They showed the highest sequence similarity with
gibberellin-regulated proteins or snakins of the Rosaceae plants (67–89% sequence identity)
(Table S2). All snakins were basic and predicted to possess antimicrobial properties.
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F. ulmaria snakins varied in transcription levels in different transcriptomes (Figure 2).
The highly expressed FuSN6 gene was the only snakin gene up-regulated by B. sorokiniana
infection at 24 hpi (Table S3). Two snakin genes, FuSN2 and 3, were down-regulated at
24 hpi and FuSN4 at 48 hpi. Comparison of snakin gene expression at 24 and 48 hpi shows
that the expression level of four snakin genes, FuSN1–4, increased at the later infection
stage (Table S3).

nsLTPs

Thirty nsLTP transcripts were identified in F. ulmaria transcriptomes (Figure 4). The
predicted peptides exhibited sequence similarity with Rosaceae nsLTPs (Table S2). Sequence
identity varied from 55 to 89%. They included both basic and acidic polypeptides with or
without a GPI-anchor (Table S2). Eighteen peptides were predicted to have antimicrobial
activity; the remaining peptides were classified as non-AMPs.
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Eleven F. ulmaria nsLTP genes (FuLTP1, 2, 3, 8, 9, 10, 13, 16, 20, 21 and 26) were highly
expressed at least in one transcriptome (Figure 2). Of them, only the FuLTP8 gene was
up-regulated upon infection at 24 hpi and FuLTP3 at 48 hpi. The transcript level of FuLTP10
increased from 24 to 48 hpi (Table S3). Among the weakly expressed genes, FuLTP5, 11, 19
and 25, were up-regulated by B. sorokininana at 24 hpi, and FuLTP23 at 48 hpi (Table S3).
Progress of the infection from 24 to 48 h was accompanied by up-regulation of three nsLTP
genes (FuLTP12, 17, 27). Six nsLTP genes (FuLTP2, 9, 13, 15, 17, 24) were down-regulated
by the fungus at 24 hpi, and six genes (FuLTP11, 13, 15, 17, 18 and 22) were down-regulated
at 48 hpi (Table S3).

Thionin-Like Peptides

Only one thionin-like peptide FuThi1 was predicted in F. ulmaria transcriptomes
(Figure 5). It lacked the typical thionin sequence, although it possessed a C-terminal
domain of the thionin precursor with six conserved cysteine residues. It showed a sequence
identity of 58% to a hypothetical protein PRQ20107.1 of Rosa chinensis. The predicted
peptide was acidic (had pI value of 4.007) and devoid of antimicrobial properties (Table S2).
The expression level of the FuThi1 gene decreased by 48 hpi (Figure 2, Table S3).
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MEG Peptides

Two MEG peptide transcripts encoding FuMEG1 and FuMEG2 were detected in F.
ulmaria transcriptomes (Figure 6). They were 74% and 56% identical to the hypothetical
protein ONI05184.1 of Prunus persica and uncharacterized protein XP_024189479.1 of R.
chinensis, respectively (Table S2).
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The expression level of FuMEG1 gene was higher than that of FuMEG2 gene in tran-
scriptomes of control and infected plants at both time points (Figure 2). However, no
significant changes in expression levels of both MEG genes were observed upon B. sorokini-
ana infection (Table S3).

Ole e 1 Peptides

Seven Ole e 1 peptides were predicted in F. ulmaria transcriptomes (Figure 7). They
showed the highest sequence similarity (from 70 to 88%) to the uncharacterized proteins of
Rosaceae plants. The predicted peptides were either basic or acidic, and all of them were
presumably AMPs (Table S2).
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Figure 7. Multiple sequence alignment of F. ulmaria Ole e 1 precursors and Olea europaea Ole e
1-like allergens (XP_022872526.1). Cysteine residues are shaded black, and identical amino acids are
shaded grey.

Only FuOlee1.4 was highly expressed in all four transcriptomes; however, its expres-
sion level decreased at 48 hpi (Figure 2). The transcript level of FuOlee1.7 increased from
24 to 48 hpi (Table S3). Among weakly expressed genes, the expression level of FuOlee1.1
decreased at 48 hpi, while that of FuOlee1.3 decreased at 24 hpi and 48 hpi (Table S3).

RALFs

Fifteen RALF precursors were predicted in F. ulmaria transcriptomes (Figure 8). Most
of them showed from 44 to 85% sequence identity to RALF-like or hypothetical proteins
of Rosaceae plants, while FuRALF14 and 15 showed sequence similarity to the hypothet-
ical protein COLO4_37988 of Corchorus olitoris (Malvaceae) (30% and 35%, respectively)
(Table S2). They also possessed a dibasic site assumed to be necessary for the proteolytic
cleavage of RALF precursors.
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Expression profiling showed that six FuRALF genes encoding FuRALFs 1–4, 11 and
12 were strongly expressed in F. ulmaria transcriptomes (Figure 2). FuRALF11 and 12 were
up-regulated at 24 hpi, while six RALF genes including FuRALF11 and 12 were down-
regulated at 48 hpi (Table S3). Progression of infection from 24 to 48 h is associated with
down-regulation of seven FuRALF genes (Table S3). Only FuRALF13 was up-regulated.

3.2.2. CRPs with Novel Cysteine Motifs

4-Cys Peptides FuCRP5-10

A new family of 4-Cys containing peptides was discovered in F. ulmaria transcrip-
tomes (Figure 9, Table S2). They were produced as precursor proteins containing a signal
peptide and a mature peptide domain. The cysteine motifs of the mature peptides differed
from that of α-hairpinins and 4-Cys DEFLs (Figure 9). This new family included six pep-
tides denoted FuCRP5–10. Three of them, FuCRP5–7, had no BLAST hits, while FuCRP8
and FuCRP9 showed sequence similarity to the hypothetical proteins KAG2717713.1 and
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KAG2714216.1 of Carya illinoinensis (Juglandaceae) (41% and 36%, respectively) (Table S2).
FuCRP10 displayed 37% sequence identity with the hypothetical protein GBA52_014471 of
Prunus armenica.
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Only the FuCRP8 gene was activated by the fungus at 24 hpi. The expression level
of FuCRP7 and FuCRP9 decreased from 24 to 48 hpi (Table S3). All other genes were
insensitive to the infection.

Other CRPs

In addition to 4-Cys containing peptides, four peptides with three novel cysteine
motifs were discovered in F. ulmaria transcriptomes (Figure 9, Table S2). Similar to 4-Cys
FuCRPs, they were produced as precursor proteins containing a signal peptide and a
mature peptide. Two mature peptides, FuCRP1 and 2, possessed 7 and 14 cysteine residues,
respectively; FuCRP3 and 4 possessed 10 cysteine residues (Figure 9). All peptides had no
BLAST hits, and so are novel genes (Table S2).

Of note, two transcripts encoding FuCRP1 and 2 were highly expressed in F. ulmaria
transcriptomes, although their expression level was unaffected by B. sorokiniana infection
(Figure 2).

3.2.3. Peps

Four transcripts encoding Pep precursors (FuPep1–4) were discovered in F. ulmaria
transcriptomes (Figure 10). FuPep3 showed similarity to the Pep precursor from P. persica
var. nucipersica UNA27441.1 (46% identity). The remaining sequences displayed similarity
to the uncharacterized proteins of Fragaria vesca (FuPep4 with 78% identity) and R. chinensis
(FuPep1 and 2 with 56–57% identity) (Table S2).
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Of all FuPeps, the expression level of FuPep4 was the highest in all transcriptomes;
however, it did not change after infection with the fungus (Figure 2). The FuPep2 gene
appeared to be responsive to infection. It was up-regulated at 48 hpi (Table S3). FuPep1
and 3 were insensitive to infection.

3.3. Validation of RNA-Seq Data by qRT-PCR Analysis

To confirm the gene expression profiles obtained by RNA-seq, 10 genes encoding CRPs
belonging to different families were selected for qRT-PCR. The EF1-α gene of F. ulmaria was
used as an internal control. The qRT-PCR results confirmed that the expression patterns
of all selected genes were consistent with the RNA-seq data, except for the FuLTP2 and
FuCRP2 genes (Figure 11).
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Figure 11. qRT-PCR validation of expression levels for selected F. ulmaria CRP genes. Relative expres-
sion values were normalized using the EF1-α gene as internal control and standardized relative to the
control values. Analyses were accomplished in triplicate. Bars represent mean ± standard deviation
(SD). Asterisks indicate significant differences between infected and control plants (Student’s t-test,
p < 0.05; n = 3).

4. Discussion

Medicinal plants represent an inexhaustible source of valuable biologically active com-
pounds. F. ulmaria is no exception in this regard, the pharmacological properties of which
are used in the treatment of various disorders, including infectious diseases [70,71]. Despite
the widespread use of meadowsweet extracts in folk medicine, the molecular components
implicated in this or that activity in this species are poorly understood. Studies have linked
important biological activities of F. ulmaria predominantly to secondary metabolites [72–75].
Salicylic acid, the metabolite of salicylic alcohol derivatives present in F. ulmaria, is respon-
sible in part for the pharmacological activity of this plant [76]. At the same time, defense
proteins and peptides, which are among the most important participants of the defense
arsenal of all plants, have not been studied in F. ulmaria.

Earlier, we showed that F. ulmaria extracts enriched in polypeptide-based molecules
efficiently suppress the growth of pathogenic microorganisms causing diseases in plants
and humans [49]. In this work, to identify the whole complement of peptides produced
in meadowsweet in response to infection with the pathogenic fungus B. sorokiniana, we
used transcriptomic analysis. We have applied our previously developed algorithm for
searching for antimicrobial and signaling peptides in transcriptomic data by cysteine
signatures, which proved successful for other plant species [57,58,77,78]. As a result, in
F. ulmaria, we identified as many as 84 AMPs and signaling peptides, which belong to
known, as well as new peptide families (Table S2). The abundance of F. ulmaria peptides in
each family is shown in Figure 12. nsLTPs represent the most numerous family followed
by RALFs, CRPs with novel cysteine motifs, defensins and snakins. BLAST search in NCBI
databases showed that all discovered peptides were new: none of them were 100% identical
to a known protein. Several peptides had no BLAST hit, and thus were encoded by novel,
previously uncharacterized genes. In most instances, the discovered peptides showed
the highest sequence identity to the peptides from Rosaceae plants. In single cases, the
highest similarity was also observed with the peptides from other plant families pointing
to a wider distribution of a peptide beyond the Rosaceae family. Comparison of gene
expression patterns of AMPs and signaling peptides at 24 and 48 hpi demonstrates clear-cut
differences, which reflect the dynamics of the defense response to B. sorokiniana infection.
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Of the defensins, the most ancient and ubiquitous AMP family, five family members
with the classical 8-Cys motif were found in F. ulmaria. FuDEFL1-3 is the only defensin,
which is highly expressed in all F. ulmaria transcriptomes, and it is slightly up-regulated
upon infection. We can assume that, together with other 15 constitutively and highly
expressed AMP genes (FuSN1, FuThi1, FuLTP1, FuLTP10, FuLTP16, FuLTP20, FuLTP21,
FuLTP26, FuRALF2–4, FuOlee1.7, FuCRP1, FuCRP2, FuCRP5) (Figure 2), the FuDEFL1-
3 gene provides basal defense against attacking pathogens. One discovered F. ulmaria
defensin FuDEFL1-5 has a modified Cys signature with a Cys-Cys pair. We believe that it
originated from the “normal” F. ulmaria defensin due to mutations. Sequence similarity
with other meadowsweet defensins supports this hypothesis. Another interesting finding
is the discovery of a bidomain defensin FuDEFL1-4. To the best of our knowledge, only one
bidomain defensin MtDef5 from Medicago truncatula has been described so far in plants [68].
Sequence analysis of discovered defensins allowed us to draw conclusions about the
antimicrobial activity of some F. ulmaria defensins. FuDEFL1-2 and FuDEFL1-3 harbor a
RGFRRR sequence in the γ-core motif, which is responsible for antimicrobial activity of
plant defensins [79]. This small basic peptide discovered in defensins of taxonomically
diverse plants [80], alone displays antimicrobial activity, as was clearly shown for M.
truncatula defensin MtDef4 [81]. The γ-core motifs possessing this sequence also exhibit
antimicrobial properties [82]. In our previous work, we showed that the γ-cores of wheat
and tomato defensins with RGFRRR sequence display strong antimicrobial activity against
a broad spectrum of plant and human fungal and bacterial pathogens [83,84]. For example,
the IC50 for pathogen inhibition by the wheat DEFL1-16 γ-core with RGFRRR sequence
was 4.4 µM for Cryptococcus neoformans, 14.6 µM for Candida albicans, 12.1 µM for Fusarium
oxysporum, 20.7 µM for Fusarium culmorum and 14.6 µM for Clavibacter michiganensis [84].
From these data on RGFRRR-sequence-containing defensins we can conclude that F. ulmaria
FuDEFL1-2 and FuDEFL1-3 are indeed antimicrobial peptides.

In addition to 8-Cys defensins, in F. ulmaria transcriptome, we also discovered a 6-Cys
DEFL, FuDEFL3-1. The FuDEFL3-1 molecule is basic, pointing to its antimicrobial potential.
An intriguing finding is that all but one F. ulmaria defensin DEGs were down-regulated
by B. sorokiniana infection. Only the negatively charged bidomain FuDEFL1-4 was up-
regulated (Table 3). Accordingly, B. sorokiniana suppresses most defensin production in
F. ulmaria.

Similar to defensins, only one of seven discovered in F. ulmaria transcriptomes snakin
genes encoding FuSN6 was up-regulated by B sorokiniana (Table 3). Snakin FuSN6 is
predicted to belong to AMPs. Furthermore, it is nearly identical in the γ-core region to
tomato snakin SlSN2, whose potent antimicrobial activity was shown in our previous
work [83]. Therefore, it also displays antimicrobial activity. Two snakin genes were down-
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regulated by the infection at 24 hpi and one gene at 48 hpi, the remaining genes were
insensitive to the fungus.

Table 3. Up- and down-regulated peptide genes in infected F. ulmaria plants *.

Up-Regulated Down-Regulated

at 24 hpi at 48 hpi at 24 hpi at 48 hpi

FuDEFL1-4 FuDEFL1-1 FuDEFL1-1
FuDEFL1-6 FuDEFL3-1
FuDEFL1-7

FuSN6 FuSN2 FuSN4
FuSN3

FuLTP5 FuLTP3 FuLTP2 FuLTP11
FuLTP8 FuLTP23 FuLTP9 FuLTP13

FuLTP11 FuLTP13 FuLTP15
FuLTP19 FuLTP15 FuLTP17
FuLTP25 FuLTP17 FuLTP18

FuLTP24 FuLTP22

FuRALF11 FuRALF1
FuRALF12 FuRALF5

FuRALF11
FuRALF12
FuRALF14
FuRALF15

FuOlee1.3 FuOlee1.1
FuOlee1.3
FuOlee1.4

FuCRP8

FuPEP2
* Up-regulated genes are those with an expression fold change ≥1.5, down-regulated genes are those with an
expression fold change ≤0.5.

nsLTPs constitute the most abundant AMP family in F. ulmaria transcriptomes repre-
sented by 30 family members (Figures 4 and 12). Eleven nsLTPs were highly expressed at
least in one transcriptome (Figure 2). Only five nsLTPs were up-regulated at 24 hpi, and
two at 48 hpi; six peptides were down-regulated at 24 hpi and six, at 48 hpi (Table 3). The
expression level of other nsLTP genes did not change significantly upon the fungal infection.

Minor CRP families in F. ulmaria were represented by one thionin-like peptide FuThi1,
two MEG peptides FuMEG1 and FuMEG2 and seven Ole e 1 peptides. Of these CRP genes,
none were up-regulated by B. sorokiniana infection (Figure 12, Table S3). The vast majority
of genes were irresponsive to the fungus, and only three Ole e 1 genes were down-regulated
(Table 3).

Of special interest is the discovery of F. ulmaria transcriptomes of 10 CRP genes with
novel cysteine motifs. Among them, peptides with 4, 7, 10, and 14 cysteines were detected.
Only the 4-Cys FuCRP8 gene was up-regulated by B. sorokiniana infection, suggesting
its direct participation in defense either as an antimicrobial or as a modulator of the
immune response (Tables 3 and S3). Further functional studies of this and other novel CRPs
are necessary.

Transcriptome analysis revealed two families of signaling peptides in F. ulmaria: RALFs
and PEPs. RALF (RAPID ALKALINIZATION FACTOR) peptides cause rapid pH increase
in tobacco cell cultures and belong to CRPs produced from the C-terminal region of a
preproprotein [85]. RALFs are involved in regulation of plant growth and development,
including root cell elongation, pollen tube growth, and nodulation [86–92]. However,
the accumulating data indicate that RALF-mediated signaling also participates in plant-
microbe interactions modulating PTI (Pathogen-Triggered Immunity) [93]. We discovered
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15 RALF-like peptides in F. ulmaria transcriptomes. For comparison, Arabidopsis genome
carries more than 30 RALFs, and they were shown to have different functions serving as
negative or positive regulators in plant immunity [92]. Furthermore, only AtRALFs with
the dibasic proteolytic processing site RR were demonstrated to be involved in immunity
regulation [93–95]. Similar to Arabidopsis, in F. ulmaria transcriptome we discovered RALFs
with and without this processing site. However, all differentially expressed FuRALF genes
possessed a dibasic proteolytic processing site; therefore, they are likely to participate in
immune response to infection. Two FuRALF genes were up-regulated at 24 hpi, while
six FuRALF genes were down-regulated at 48 hpi (Table 3). Taking into consideration
the above-mentioned data concerning Arabidopsis RALFs, it is tempting to speculate that
F. ulmaria RALFs fulfill diverse functions, acting both as positive and negative immune
regulators. The suggestion that two up-regulated FuRALF genes suppress plant growth to
activate defense reactions cannot be excluded either.

Another group of signaling peptides named Peps (Plant elicitor peptides), which
usually contain from 23 to 36 amino acid residues and are also derived from the C terminus
of the precursor proteins PROPEPs [96], was discovered in F. ulmaria transcriptomes.
Mature Peps of different plant species contain family-specific motifs [97,98]. Peps act as
DAMPs (Damage-Associated Molecular Patterns) eliciting plant PTI responses, such as the
production of reactive oxygen species, phosphorylation of MAP kinases, changes in defense
gene expression, and deposition of callose in cell walls, ultimately resulting in resistance
against diverse pathogens [69,96,99–102]. Peps were also shown to increase abiotic stress
tolerance in plants [103].

Four Pep precursors FuPeps 1–4 were discovered in F. ulmaria transcriptomes. Only
the FuPep2 gene was responsive to B. sorokiniana infection: it was up-regulated at 48 hpi
(Tables 3 and S3). We can suggest that up-regulation of the FuPep2 gene at 48 hpi leads to
activation of defense reactions in F. ulmaria.

Thus, our results show that 42% of F. ulmaria CRP and Pep genes are sensitive to
B. sorokiniana infection. Only a limited number of DEGs were up-regulated by the infection
(Table 3, Figure 13). These genes are supposed to directly participate in inhibition of
pathogen growth. Snakin FuSN6 displays antimicrobial activity. FuDEFL1-4 is a two-
domain acidic peptide. Although many AMPs are cationic, some are anionic [104]. So,
we cannot rule out the antimicrobial properties of FuDEFL1-4. However, this suggestion
needs to be proved experimentally, for example by testing antimicrobial activity of its
γ-core peptide. All up-regulated nsLTPs were predicted to possess antimicrobial properties.
However, direct antimicrobial assays of isolated peptides, or overexpression of their genes
in transgenic plants is necessary to prove their antimicrobial activity.
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Transcription profiling showed that most DEGs in F. ulmaria were down-regulated by
the fungus, suggesting suppression of CRP production by the fungus. Similar results were
obtained in our studies of tomato and Stellaria media plants infected by F. oxysporum [58,77].
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5. Conclusions

In summary, transcriptomes of healthy and B. sorokiniana-infected F. ulmaria plants
were sequenced on the Illumina NextSeq 500 platform and de novo assembled. Using
an earlier developed pipeline, a total of 84 genes encoding novel AMPs and signaling
peptides were predicted in F. ulmaria transcriptomes. The discovered transcripts belong to
gene families which vary widely in the number of constituent members. Transcriptional
profiling of the CRP and Pep genes in healthy and infected F. ulmaria seedlings disclosed
complex and diversified expression patterns, including both up- and down-regulated
genes, which provides evidence for the diversification of functions among family mem-
bers. Our results show that only some peptide genes within each family were responsive
to B. sorokiniana infection. Constitutively expressed peptide genes might provide basal
resistance to pathogens. Among DEGs, the down-regulated genes prevailed, and only a
few were up-regulated by the infection. The up-regulated CRP and Pep genes are likely to
directly participate in triggering defense response to the B. sorokiniana infection. In contrast,
down-regulation of the CRP genes may reflect suppression of the immune response by
the fungus or its activation by inhibiting negative regulators of immunity (e.g., RALFs).
Suppression of the CRP genes associated with developmental processes as a means to
redirect plant resources to defense cannot be excluded either. In any case, the role of
different AMPs and signaling peptides in interactions of F. ulmaria plants with B. sorokniana
needs to be further uncovered experimentally. After extensive functional studies, these
new molecules will contribute to a pool of novel antimicrobials and resistance inducers
derived from wild plants for practical applications.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/jof10040258/s1, Table S1: List of primers for qRT-PCR validation;
Table S2: F. ulmaria CRPs, Peps and EF1-α [59–62]; Table S3: Expression patterns of F. ulmaria CRP
and Pep genes.
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37. Foix, L.; Nadal, A.; Zagorščak, M.; Ramšak, Ž.; Esteve-Codina, A.; Gruden, K.; Pla, M. Prunus persica plant endogenous peptides
PpPep1 and PpPep2 cause PTI-like transcriptome reprogramming in peach and enhance resistance to Xanthomonas arboricola pv.
pruni. BMC Genom. 2021, 22, 360. [CrossRef]

38. Al-Sadi, A.M. Bipolaris sorokiniana-Induced black point, common root rot, and spot blotch diseases of wheat: A review. Front. Cell.
Infect. Microbiol. 2021, 11, 584899. [CrossRef]

39. Kiseleva, M.I.; Zhemchuzhina, N.S.; Dubovoi, V.P.; Lapina, V.V. Identification of root rot pathogens isolated on spring grain crops
in republic of Mordovia. Sel’skokhozyaistvennaya Biol. [Agric. Biol.] 2016, 51, 119–127. [CrossRef]

40. Ullah, H.; Yasmin, H.; Mumtaz, S.; Jabeen, Z.; Naz, R.; Nosheen, A.; Hassan, M.N. Multitrait Pseudomonas spp. isolated from
monocropped wheat (Triticum aestivum) suppress Fusarium root and crown rot. Phytopathology 2020, 110, 582–592. [CrossRef]

41. Allali, K.; Goudjal, Y.; Zamoum, M.; Bouznada, K.; Sabaou, N.; Zitouni, A. Nocardiopsis dassonvillei strain MB22 from the Algerian
Sahara promotes wheat seedlings growth and potentially controls the common root rot pathogen Bipolaris sorokiniana. J. Plant
Pathol. 2019, 101, 1115–1125. [CrossRef]

42. Campanella, V.; Mandalà, C.; Angileri, V.; Miceli, C. Management of common root rot and Fusarium foot rot of wheat using
Brassica carinata break crop green manure. Crop Prot. 2020, 130, 105073. [CrossRef]

43. Singh, U.B.; Malviya, D.; Singh, S.; Kumar, M.; Sahu, P.K.; Singh, H.V.; Kumar, S.; Roy, M.; Imran, M.; Rai, J.P.; et al. Trichoderma
harzianum- and methyl jasmonate-induced resistance to Bipolaris sorokiniana through enhanced phenylpropanoid activities in
bread wheat (Triticum aestivum L.). Front. Microbiol. 2019, 10, 1697. [CrossRef]

44. Sharma, S.; Sahu, R.; Navathe, S.; Mishra, V.K.; Chand, R.; Singh, P.K.; Joshi, A.K.; Pandey, S.P. Natural variation in elicitation of
defense-signaling associates to field resistance against the spot blotch disease in bread wheat (Triticum aestivum L.). Front. Plant
Sci. 2018, 9, 636. [CrossRef]

45. Shahbaz, M.; Riaz, M.; Ali, S.; Ahmad, F.; Hussain, A.; Nabi, G.; Chaudhry, M.T.; Muhammad, S. Effect of seed dressing chemicals
on emergence, yield and against soil & seed born diseases of wheat. Pak. J. Phytopathol. 2018, 30, 183–189. [CrossRef]

46. Olennikov, D.N.; Kashchenko, N.I.; Chirikova, N.K. Meadowsweet teas as new functional beverages: Comparative analysis of
nutrients, phytochemicals and biological effects of four Filipendula species. Molecules 2016, 22, 16. [CrossRef] [PubMed]

47. Garcia-Oliveira, P.; Fraga-Corral, M.; Pereira, A.G.; Lourenço-Lopes, C.; Jimenez-Lopez, C.; Prieto, M.A.; Simal-Gandara, J.
Scientific basis for the industrialization of traditionally used plants of the Rosaceae family. Food Chem. 2020, 330, 127197.
[CrossRef] [PubMed]

48. Cwikla, C.; Schmidt, K.; Matthias, A.; Bone, K.M.; Lehmann, R.; Tiralongo, E. Investigations into the antibacterial activities of
phytotherapeutics against Helicobacter pylori and Campylobacter jejuni. Phytother. Res. 2010, 24, 649–656. [CrossRef]

49. Pushkareva, V.I.; Slezina, M.P.; Korostyleva, T.V.; Shcherbakova, L.A.; Istomina, E.A.; Ermolaeva, S.A.; Ogarkova, O.A.; Odintsova,
T.I. Antimicrobial activity of wild plant seed extracts against human bacterial and plant fungal pathogens. Am. J. Plant Sci. 2017,
8, 1572–1592. [CrossRef]

50. Bijttebier, S.; Van der Auwera, A.; Voorspoels, S.; Noten, B.; Hermans, N.; Pieters, L.; Apers, S. A first step in the quest for the
active constituents in Filipendula ulmaria (meadowsweet): Comprehensive phytochemical identification by liquid chromatography
coupled to quadrupole-orbitrap mass spectrometry. Planta Med. 2016, 82, 559–572. [CrossRef]

51. Andrews, S. FastQC: A Quality Control Tool for High Throughput Sequence Data. Available online: http://www.bioinformatics.
babraham.ac.uk/projects/fastqc/ (accessed on 7 November 2022).

52. Bolger, A.M.; Lohse, M.; Usadel, B. Trimmomatic: A flexible trimmer for Illumina Sequence Data. Bioinformatics 2014, 30,
2114–2120. [CrossRef]

53. Bushmanova, E.; Antipov, D.; Lapidus, A.; Prjibelski, A.D. rnaSPAdes: A de novo transcriptome assembler and its application to
RNA-Seq data. GigaScience 2019, 8, giz100. [CrossRef]

54. TransDecoder (Find Coding Regions within Transcripts). Available online: https://github.com/TransDecoder/TransDecoder/
wiki (accessed on 15 January 2023).

55. Gurevich, A.; Saveliev, V.; Vyahhi, N.; Tesler, G. QUAST: Quality assessment tool for genome assemblies. Bioinformatics 2013, 29,
1072–1075. [CrossRef] [PubMed]

56. Manni, M.; Berkeley, M.R.; Seppey, M.; Simão, F.A.; Zdobnov, E.M. BUSCO update: Novel and streamlined workflows along with
broader and deeper phylogenetic coverage for scoring of eukaryotic, prokaryotic, and viral genomes. Mol. Biol. Evol. 2021, 38,
4647–4654. [CrossRef]

57. Odintsova, T.I.; Slezina, M.P.; Istomina, E.A.; Korostyleva, T.V.; Kasianov, A.S.; Kovtun, A.S.; Makeev, V.J.; Shcherbakova, L.A.;
Kudryavtsev, A.M. Defensin-like peptides in wheat analyzed by whole-transcriptome sequencing: A focus on structural diversity
and role in induced resistance. PeerJ 2019, 7, e6125. [CrossRef]

58. Slezina, M.P.; Istomina, E.A.; Korostyleva, T.V.; Kovtun, A.S.; Kasianov, A.S.; Konopkin, A.A.; Shcherbakova, L.A.; Odintsova, T.I.
Molecular insights into the role of cysteine-rich peptides in induced resistance to Fusarium oxysporum infection in tomato based
on transcriptome profiling. Int. J. Mol. Sci. 2021, 22, 5741. [CrossRef]

https://doi.org/10.1007/s44154-021-00009-y
https://doi.org/10.1073/pnas.1214668110
https://doi.org/10.1186/s12864-021-07571-9
https://doi.org/10.3389/fcimb.2021.584899
https://doi.org/10.15389/agrobiology.2016.1.119eng
https://doi.org/10.1094/PHYTO-10-19-0383-R
https://doi.org/10.1007/s42161-019-00347-x
https://doi.org/10.1016/j.cropro.2019.105073
https://doi.org/10.3389/fmicb.2019.01697
https://doi.org/10.3389/fpls.2018.00636
https://doi.org/10.33866/phytopathol.030.02.0461
https://doi.org/10.3390/molecules22010016
https://www.ncbi.nlm.nih.gov/pubmed/28035976
https://doi.org/10.1016/j.foodchem.2020.127197
https://www.ncbi.nlm.nih.gov/pubmed/32540521
https://doi.org/10.1002/ptr.2933
https://doi.org/10.4236/ajps.2017.87109
https://doi.org/10.1055/s-0042-101943
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
http://www.bioinformatics.babraham.ac.uk/projects/fastqc/
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1093/gigascience/giz100
https://github.com/TransDecoder/TransDecoder/wiki
https://github.com/TransDecoder/TransDecoder/wiki
https://doi.org/10.1093/bioinformatics/btt086
https://www.ncbi.nlm.nih.gov/pubmed/23422339
https://doi.org/10.1093/molbev/msab199
https://doi.org/10.7717/peerj.6125
https://doi.org/10.3390/ijms22115741


J. Fungi 2024, 10, 258 19 of 20

59. Teufel, F.; Almagro Armenteros, J.J.; Johansen, A.R.; Gíslason, M.H.; Pihl, S.I.; Tsirigos, K.D.; Winther, O.; Brunak, S.; von Heijne,
G.; Nielsen, H. SignalP 6.0 predicts all five types of signal peptides using protein language models. Nat. Biotechnol. 2022, 40,
1023–1025. [CrossRef] [PubMed]

60. Gawde, U.; Chakraborty, S.; Waghu, F.H.; Barai, R.S.; Khanderkar, A.; Indraguru, R.; Shirsat, T.; Idicula-Thomas, S. CAMPR4:
A database of natural and synthetic antimicrobial peptides. Nucleic Acids Res. 2023, 51, D377–D383. [CrossRef] [PubMed]

61. Kozlowski, L.P. IPC—Isoelectric Point Calculator. Biol. Direct 2016, 11, 55. [CrossRef]
62. Eisenhaber, B.; Wildpaner, M.; Schultz, C.J.; Borner, G.H.H.; Dupree, P.; Eisenhaber, F. Glycosylphosphatidylinositol lipid

anchoring of plant proteins. Sensitive prediction from sequence- and genome-wide studies for Arabidopsis and rice. Plant Physiol.
2003, 133, 1691–1701. [CrossRef]

63. Love, M.I.; Huber, W.; Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome
Biol. 2014, 15, 550. [CrossRef] [PubMed]

64. Li, H.; Durbin, R. Fast and accurate short read alignment with Burrows-Wheeler transform. Bioinformatics 2009, 25, 1754–1760.
[CrossRef]

65. Danecek, P.; Bonfield, J.K.; Liddle, J.; Marshall, J.; Ohan, V.; Pollard, M.O.; Whitwham, A.; Keane, T.; McCarthy, S.A.; Davies, R.M.;
et al. Twelve years of SAMtools and BCFtools. GigaScience 2021, 10, giab008. [CrossRef]

66. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using realtime quantitative PCR and the 2−∆∆CT method.
Methods 2011, 25, 402–408. [CrossRef] [PubMed]

67. Moyer, T.B.; Purvis, A.L.; Wommack, A.J.; Hicks, L.M. Proteomic response of Escherichia coli to a membrane lytic and iron chelating
truncated Amaranthus tricolor defensin. BMC Microbiol. 2021, 21, 110. [CrossRef] [PubMed]

68. Islam, K.T.; Velivelli, S.L.S.; Berg, R.H.; Oakley, B.; Shah, D.M. A novel bi-domain plant defensin MtDef5 with potent broad-
spectrum antifungal activity binds to multiple phospholipids and forms oligomers. Sci. Rep. 2017, 7, 16157. [CrossRef]

69. Huffaker, A.; Pearce, G.; Ryan, C.A. An endogenous peptide signal in Arabidopsis activates components of the innate immune
response. Proc. Natl. Acad. Sci. USA 2006, 103, 10098–100103. [CrossRef] [PubMed]

70. Bradley, P.R. (Ed.) British Herbal Compendium; British Herbal Medicine Association: Aughton, UK, 1992; Volume 1, pp. 158–160.
71. Farzaneh, A.; Hadjiakhoondi, A.; Khanavi, M.; Manayi, A.; Bahramsoltani, R.; Kalkhorani, M. Filipendula ulmaria (L.) Maxim.

(meadowsweet): A review of traditional uses, phytochemistry and pharmacology. Res. J. Pharmacogn. 2022, 9, 85–106. [CrossRef]
72. Zeylstra, H. Filipendula ulmaria . Br. J. Phytother. 1998, 5, 8–12.
73. Sukhikh, S.; Ivanova, S.; Skrypnik, L.; Bakhtiyarova, A.; Larina, V.; Krol, O.; Prosekov, A.; Frolov, A.; Povydysh, M.; Babich, O.

Study of the antioxidant properties of Filipendula ulmaria and Alnus glutinosa. Plants 2022, 11, 2415. [CrossRef]
74. Savina, T.; Lisun, V.; Feduraev, P.; Skrypnik, L. Variation in phenolic compounds, antioxidant and antibacterial activities of

extracts from different plant organs of meadowsweet (Filipendula ulmaria (L.) Maxim.). Molecules 2023, 28, 3512. [CrossRef]
75. Pannakal, S.T.; Eilstein, J.; Hubert, J.; Kotland, A.; Prasad, A.; Gueguiniat-Prevot, A.; Juchaux, F.; Beaumard, F.; Seru, G.; John, S.;

et al. Rapid chemical profiling of Filipendula ulmaria using CPC fractionation, 2-D mapping of 13C NMR data, and high-resolution
LC-MS. Molecules 2023, 28, 6349. [CrossRef]

76. Papp, I.; Simándi, B.; Blazics, B.; Alberti, Á.; Héthelyi, É.; Szöke, É.; Kéry, Á. Monitoring volatile and non-volatile salicylates in
Filipendula ulmaria by different chromatographic techniques. Chromatographia 2008, 68, 125–129. [CrossRef]

77. Slavokhotova, A.A.; Shelenkov, A.A.; Korostyleva, T.V.; Rogozhin, E.A.; Melnikova, N.V.; Kudryavtseva, A.V.; Odintsova, T.I.
Defense peptide repertoire of Stellaria media predicted by high throughput next generation sequencing. Biochimie 2017, 135, 15–27.
[CrossRef] [PubMed]

78. Shelenkov, A.A.; Slavokhotova, A.A.; Odintsova, T.I. Cysmotif searcher pipeline for antimicrobial peptide identification in plant
transcriptomes. Biochemistry 2018, 83, 1424–1432. [CrossRef]

79. Yount, N.Y.; Yeaman, M.R. Multidimensional signatures in antimicrobial peptides. Proc. Natl Acad. Sci. USA 2004, 101, 7363–7368.
[CrossRef] [PubMed]

80. Slezina, M.P.; Istomina, E.A.; Odintsova, T.I. Biological diversity of genes encoding wheat defensin homologs. Rus. J. Genet. 2023,
59, 1310–1319. [CrossRef]

81. Sagaram, U.S.; Pandurangi, R.; Kaur, J.; Smith, T.J.; Shah, D.M. Structure-activity determinants in antifungal plant defensins
MsDef1 and MtDef4 with different modes of action against Fusarium graminearum. PLoS ONE 2011, 6, e18550. [CrossRef]

82. Slezina, M.P.; Istomina, E.A.; Korostyleva, T.V.; Odintsova, T.I. The γ-core motif peptides of plant AMPs as novel antimicrobials
for medicine and agriculture. Int. J. Mol. Sci. 2022, 24, 483. [CrossRef]

83. Slezina, M.P.; Istomina, E.A.; Kulakovskaya, E.V.; Abashina, T.N.; Odintsova, T.I. Synthetic oligopeptides mimicking γ-core
regions of cysteine-rich peptides of Solanum lycopersicum possess antimicrobial activity against human and plant pathogens. Curr.
Issues Mol. Biol. 2021, 43, 1226–1242. [CrossRef]

84. Slezina, M.P.; Istomina, E.A.; Kulakovskaya, E.V.; Korostyleva, T.V.; Odintsova, T.I. The γ-core motif peptides of AMPs from
grasses display inhibitory activity against human and plant pathogens. Int. J. Mol. Sci. 2022, 23, 8383. [CrossRef]

85. Pearce, G.; Moura, D.S.; Stratmann, J.; Ryan, C.A., Jr. RALF, a 5-kDa ubiquitous polypeptide in plants, arrests root growth and
development. Proc. Natl. Acad. Sci. USA 2001, 98, 12843–12847. [CrossRef] [PubMed]

86. Germain, H.; Chevalier, E.; Caron, S.; Matton, D.P. Characterization of five RALF-like genes from Solanum chacoense provides
support for a developmental role in plants. Planta 2005, 220, 447–454. [CrossRef]

https://doi.org/10.1038/s41587-021-01156-3
https://www.ncbi.nlm.nih.gov/pubmed/34980915
https://doi.org/10.1093/nar/gkac933
https://www.ncbi.nlm.nih.gov/pubmed/36370097
https://doi.org/10.1186/s13062-016-0159-9
https://doi.org/10.1104/pp.103.023580
https://doi.org/10.1186/s13059-014-0550-8
https://www.ncbi.nlm.nih.gov/pubmed/25516281
https://doi.org/10.1093/bioinformatics/btp324
https://doi.org/10.1093/gigascience/giab008
https://doi.org/10.1006/meth.2001.1262
https://www.ncbi.nlm.nih.gov/pubmed/11846609
https://doi.org/10.1186/s12866-021-02176-4
https://www.ncbi.nlm.nih.gov/pubmed/33845758
https://doi.org/10.1038/s41598-017-16508-w
https://doi.org/10.1073/pnas.0603727103
https://www.ncbi.nlm.nih.gov/pubmed/16785434
https://doi.org/10.22127/RJP.2021.302028.1781
https://doi.org/10.3390/plants11182415
https://doi.org/10.3390/molecules28083512
https://doi.org/10.3390/molecules28176349
https://doi.org/10.1365/s10337-008-0749-5
https://doi.org/10.1016/j.biochi.2016.12.017
https://www.ncbi.nlm.nih.gov/pubmed/28038935
https://doi.org/10.1134/S0006297918110135
https://doi.org/10.1073/pnas.0401567101
https://www.ncbi.nlm.nih.gov/pubmed/15118082
https://doi.org/10.1134/S1022795423120116
https://doi.org/10.1371/journal.pone.0018550
https://doi.org/10.3390/ijms24010483
https://doi.org/10.3390/cimb43030087
https://doi.org/10.3390/ijms23158383
https://doi.org/10.1073/pnas.201416998
https://www.ncbi.nlm.nih.gov/pubmed/11675511
https://doi.org/10.1007/s00425-004-1352-0


J. Fungi 2024, 10, 258 20 of 20

87. Wu, J.; Kurten, E.L.; Monshausen, G.; Hummel, G.M.; Gilroy, S.; Baldwin, I.T. NaRALF, a peptide signal essential for the regulation
of root hair tip apoplastic pH in Nicotiana attenuata, is required for root hair development and plant growth in native soils. Plant J.
2007, 52, 877–890. [CrossRef] [PubMed]

88. Haruta, M.; Sabat, G.; Stecker, K.; Minkoff, B.B.; Sussman, M.R. A peptide hormone and its receptor protein kinase regulate plant
cell expansion. Science 2014, 343, 408–411. [CrossRef] [PubMed]

89. Morato do Canto, A.; Ceciliato, P.H.O.; Ribeiro, B.; Ortiz Morea, F.A.; Franco Garcia, A.A.; Silva-Filho, M.C.; Moura, D.S. Biological
activity of nine recombinant AtRALF peptides: Implications for their perception and function in Arabidopsis. Plant Physiol. Biochem.
2014, 75, 45–54. [CrossRef] [PubMed]

90. Mecchia, M.A.; Santos-Fernandez, G.; Duss, N.N.; Somoza, S.C.; Boisson-Dernier, A.; Gagliardini, V.; Martínez-Bernardini, A.;
Fabrice, T.N.; Ringli, C.; Muschietti, J.P.; et al. RALF4/19 peptides interact with LRX proteins to control pollen tube growth in
Arabidopsis. Science 2017, 358, 1600–1603. [CrossRef] [PubMed]

91. Loubert-Hudon, A.; Mazin, B.D.; Chevalier, É.; Matton, D.P. The ScRALF3 secreted peptide is involved in sporophyte to
gametophyte signalling and affects pollen mitosis I. Plant Biol. 2020, 22, 13–20. [CrossRef]

92. Blackburn, M.R.; Haruta, M.; Moura, D.S. Twenty years of progress in physiological and biochemical investigation of RALF
peptides. Plant Physiol. 2020, 182, 1657–1666. [CrossRef]

93. Stegmann, M.; Monaghan, J.; Smakowska-Luzan, E.; Rovenich, H.; Lehner, A.; Holton, N.; Belkhadir, Y.; Zipfel, C. The receptor
kinase FER is a RALF-regulated scaffold controlling plant immune signaling. Science 2017, 355, 287–289. [CrossRef]

94. Matos, J.L.; Fiori, C.S.; Silva-Filho, M.C.; Moura, D.S. A conserved dibasic site is essential for correct processing of the peptide
hormone AtRALF1 in Arabidopsis thaliana. FEBS Lett. 2008, 582, 3343–3347. [CrossRef]

95. Srivastava, R.; Liu, J.X.; Guo, H.; Yin, Y.; Howell, S.H. Regulation and processing of a plant peptide hormone, AtRALF23, in
Arabidopsis. Plant J. 2009, 59, 930–939. [CrossRef] [PubMed]

96. Bartels, S.; Lori, M.; Mbengue, M.; van Verk, M.; Klauser, D.; Hander, T.; Böni, R.; Robatzek, S.; Boller, T. The family of Peps
and their precursors in Arabidopsis: Differential expression and localization but similar induction of pattern-triggered immune
responses. J. Exp. Bot. 2013, 64, 5309–5321. [CrossRef]

97. Pearce, G.; Yamaguchi, Y.; Munske, G.; Ryan, C.A. Structure-activity studies of AtPep1, a plant peptide signal involved in the
innate immune response. Peptides 2008, 29, 2083–2089. [CrossRef]

98. Lori, M.; van Verk, M.C.; Hander, T.; Schatowitz, H.; Klauser, D.; Flury, P.; Gehring, C.A.; Boller, T.; Bartels, S.J. Evolutionary
divergence of the plant elicitor peptides (Peps) and their receptors: Interfamily incompatibility of perception but compatibility of
downstream signalling. J. Exp. Bot. 2015, 66, 5315–5325. [CrossRef]

99. Krol, E.; Mentzel, T.; Chinchilla, D.; Boller, T.; Felix, G.; Kemmerling, B.; Postel, S.; Arents, M.; Jeworutzki, E.; Al-Rasheid, K.A.; et al.
Perception of the Arabidopsis danger signal peptide 1 involves the pattern recognition receptor AtPEPR1 and its close homologue
AtPEPR2. J. Biol. Chem. 2010, 285, 13471–13479. [CrossRef]

100. Bartels, S.; Boller, T. Quo vadis, Pep? Plant elicitor peptides at the crossroads of immunity, stress, and development. J. Exp. Bot.
2015, 66, 5183–5193. [CrossRef]

101. Huffaker, A.; Dafoe, N.J.; Schmelz, E.A. ZmPep1, an ortholog of Arabidopsis elicitor peptide 1, regulates maize innate immunity
and enhances disease resistance. Plant Physiol. 2011, 155, 1325–1338. [CrossRef]

102. Zelman, A.K.; Berkowitz, G.A. Plant elicitor peptide (Pep) signaling and pathogen defense in tomato. Plants 2023, 12, 2856.
[CrossRef]

103. Atkinson, N.J.; Lilley, C.J.; Urwin, P.E. Identification of genes involved in the response of Arabidopsis to simultaneous biotic and
abiotic stresses. Plant Physiol. 2013, 162, 2028–2041. [CrossRef] [PubMed]

104. Prabhu, S.; Dennison, S.R.; Lea, B.; Snape, T.J.; Nicoll, L.D.; Radecka, I.; Harris, F. Anionic antimicrobial and anticancer peptides
from plants. Crit. Rev. Plant Sci. 2013, 32, 303–320. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1111/j.1365-313X.2007.03289.x
https://www.ncbi.nlm.nih.gov/pubmed/17916115
https://doi.org/10.1126/science.1244454
https://www.ncbi.nlm.nih.gov/pubmed/24458638
https://doi.org/10.1016/j.plaphy.2013.12.005
https://www.ncbi.nlm.nih.gov/pubmed/24368323
https://doi.org/10.1126/science.aao5467
https://www.ncbi.nlm.nih.gov/pubmed/29242232
https://doi.org/10.1111/plb.13046
https://doi.org/10.1104/pp.19.01310
https://doi.org/10.1126/science.aal2541
https://doi.org/10.1016/j.febslet.2008.08.025
https://doi.org/10.1111/j.1365-313X.2009.03926.x
https://www.ncbi.nlm.nih.gov/pubmed/19473327
https://doi.org/10.1093/jxb/ert330
https://doi.org/10.1016/j.peptides.2008.08.019
https://doi.org/10.1093/jxb/erv236
https://doi.org/10.1074/jbc.M109.097394
https://doi.org/10.1093/jxb/erv180
https://doi.org/10.1104/pp.110.166710
https://doi.org/10.3390/plants12152856
https://doi.org/10.1104/pp.113.222372
https://www.ncbi.nlm.nih.gov/pubmed/23800991
https://doi.org/10.1080/07352689.2013.773238

	Introduction 
	Materials and Methods 
	Biological Material 
	Experimental Design 
	RNA Isolation 
	Library Construction and NGS 
	Sequencing Data Analysis 
	Identification of CRP and Pep Precursors in F. ulmaria Transcriptomes 
	Analysis of DEGs 
	Validation of RNA-Seq Data by qRT-PCR Analysis 

	Results 
	Transcriptome Sequencing 
	Identification of Precursors Encoding AMPs and Signaling Peptides 
	CRPs 
	CRPs with Novel Cysteine Motifs 
	Peps 

	Validation of RNA-Seq Data by qRT-PCR Analysis 

	Discussion 
	Conclusions 
	References

