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Abstract

Background: The investigation of transcriptome profiles using short reads in non-model organisms, which lack of
well-annotated genomes, is limited by partial gene reconstruction and isoform detection. In contrast, long-reads
sequencing techniques revealed their potential to generate complete transcript assemblies even when a reference
genome is lacking. Cynara cardunculus var. altilis (DC) (cultivated cardoon) is a perennial hardy crop adapted to dry
environments with many industrial and nutraceutical applications due to the richness of secondary metabolites
mostly produced in flower heads. The investigation of this species benefited from the recent release of a draft
genome, but the transcriptome profile during the capitula formation still remains unexplored. In the present study
we show a transcriptome analysis of vegetative and inflorescence organs of cultivated cardoon through a novel
hybrid RNA-seq assembly approach utilizing both long and short RNA-seq reads.

Results: The inclusion of a single Nanopore flow-cell output in a hybrid sequencing approach determined an
increase of 15% complete assembled genes and 18% transcript isoforms respect to short reads alone. Among 25,
463 assembled unigenes, we identified 578 new genes and updated 13,039 gene models, 11,169 of which were
alternatively spliced isoforms. During capitulum development, 3424 genes were differentially expressed and
approximately two-thirds were identified as transcription factors including bHLH, MYB, NAC, C2H2 and MADS-box
which were highly expressed especially after capitulum opening. We also show the expression dynamics of key
genes involved in the production of valuable secondary metabolites of which capitulum is rich such as
phenylpropanoids, flavonoids and sesquiterpene lactones. Most of their biosynthetic genes were strongly
transcribed in the flower heads with alternative isoforms exhibiting differentially expression levels across the tissues.

Conclusions: This novel hybrid sequencing approach allowed to improve the transcriptome assembly, to update
more than half of annotated genes and to identify many novel genes and different alternatively spliced isoforms.
This study provides new insights on the flowering cycle in an Asteraceae plant, a valuable resource for plant
biology and breeding in Cynara and an effective method for improving gene annotation.
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Background
The botanical species Cynara cardunculus L. includes
globe artichoke (subsp. scolymus (L.) Hegi), cultivated
cardoon (var. altilis DC.) and the wild cardoon (var. syl-
vestris (Lamk) Fiori). Both scolymus and altilis have been
traditionally used for centuries as vegetables in South
Europe for the immature capitulum inflorescence and
for the edible stalks, respectively. The cultivated cardoon
is recently drawing increasing research interest for its
potential as an industrial crop for biomass, grain and oil
production especially in dry and marginal lands [1–3]
and, only more recently, as source of bioactive molecules
for human consumption [4–6]. In particular, the capit-
ulum contains antioxidant compounds of substantial
quantity and quality, and only few studies investigated
such compounds in cultivated cardoon so far [7, 8]. In
contrast, more work has been done on phenolic acid
composition in globe artichoke flower heads [9–11],
which shows significant variation in quality and quantity,
depending on the harvesting stage [12]. These phenol
compounds are mostly mono- and di-caffeoylquinic
acids (CQAs) with a relevant role as structural compo-
nents of plant cell walls during flowering [13], and flavo-
noids, mostly represented by apigenin, luteonin and
their conjugates; they protect the plant from solar irradi-
ation acting as reactive oxygen species (ROS) scavenger
[14]. Both phenolic acids and flavonoids have been re-
lated to a positive effect on cancer prevention [15] and
to reduce the invasiveness of human breast cancer cells
line, triggering apoptosis [16]. Notwithstanding the rele-
vance of polyphenol pathways, their expression dynamics
during the capitulum development has not been com-
pletely investigated so far in C. cardunculus taxa. Re-
cently, the isolation of some genes involved in the
phenylpropanoid biosynthesis [17–19] and in the regula-
tion of flavonoid pathway [20, 21] provided insights on
the molecular mechanisms controlling polyphenol accu-
mulation in this plant.
Among secondary plant metabolites, the sesquiterpene

lactones exhibit widely known allochemical properties
[22, 23]. In C. cardunculus cynaropicrin, grosheimin and
its derivatives were identified [24, 25], and their use as
pharmaceutical agents were proposed due to their po-
tential for the treatment of cardiovascular disease and
cancer [26, 27]. The recent genetic mapping of key genes
in the STL pathway for the production of cynaropicrin
[28] showed a correlation between germacrene synthase
A (GAS) expression and cynaropicrin content that sup-
ports a role of this enzyme in the corresponding biosyn-
thetic pathway.
Realizing the importance of C. cardunculus as crop

plant with so many relevant applications, lately a reference
genome for globe artichoke through a pipeline for low
coverage (< 1×) whole genome-sequencing segregating

population was generated, which provided an initial de-
scription of genome organization and gene content [29,
30]. To the best of our knowledge, only one study ana-
lysed the transcriptome of this species [31] focusing on
the identification of SNPs and microRNA targets without
evaluating the expression dynamics, though. Nevertheless,
a comprehensive investigation on the expression dynamics
is required to understand the molecular regulation of de-
velopmental processes and the production of valuable
compounds present in the flower heads.
Flowering is a crucial developmental step in the higher

plant life cycle for their reproductive success and a con-
siderable amount of valuable compounds are produced
during this step [32]. The molecular regulation of flower
development has been studied at the transcriptome level
through RNA-seq in other plant species, particularly in
model organisms like Arabidopsis thaliana, Glycine max
and Medicago truncatula [33–35] and for some non-
model organism like pomegranate and chickpea [36, 37].
Most differentially expressed genes (DEGs) identified in
these studies encoded for transcription factors indicating
the importance of regulatory networks in flower devel-
opment. Although RNA-Seq is a valuable approach for
interpreting the functional elements of the genome, its
application to non-model organisms is frequently limited
by the absence of a reference genome or comprehensive
annotation [38, 39]. Moreover, most current transcrip-
tome studies are performed with short read-sequencing
(SR-seq) which retrieves a large number of transcripts,
but with potential limitations, especially in non-model
organisms. These limitations include the generation of
chimaera, fragmented genes and reduced isoform discov-
ery [40, 41]. Recently, long read sequencing (LR-seq)
that covers transcripts in their full length has been
exploited successfully in plants to describe transcriptome
complexity [42, 43] or was used in targeted sequencing
[44]. Among LR-seq platforms, ONT-Nanopore technol-
ogy with a portable small size and low equipment costs
represents an affordable resource for LR-seq [45], but its
higher error rate respect to SR-seq and the requirement
of high coverage makes the accurate de novo assembly
challenging [46]. Genome hybrid sequencing (LR-seq +
SR-seq) has emerged as a novel approach to overcome
the limitations of the two sequencing approaches, but
currently is mainly applied to the assembly of model or-
ganisms genome [47]. Although a tool for hybrid RNA-
seq assembly was recently proposed [48], its application
remained limited to a proof-of-concept use and showed
no significant improvement over SR-seq assembly. To
perform de novo assembly of LR-seq and SR-seq simul-
taneously in C. cardunculus with a limited genome an-
notation, we adapted the recently developed rnaSPAdes
assembler [49] by modifying the isoform reconstruction
algorithm implemented in exSPAnder framework [50].
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The resulting hybrid RNA-seq assembly showed signifi-
cant improvement over SR-seq assembly.
In this study, we analysed the global gene expression

dynamics during flowering development in C. carduncu-
lus var. altilis using short and long reads to generate an
improved de novo transcriptome assembly providing a
higher quality genome annotation, gene models repre-
sentation and an enhanced isoforms detection.

Results
RNA sequencing
We obtained a total of 1,023,768,646 read pairs from 34
samples (libraries) for Illumina with a total read cover-
age of 280x (average of 95x in each sample) with a mean
Q always above 33; while from Nanopore sequencing, 1,
445,444 reads were obtained from a 48-h run (Table S2
and Fig. 1) with a read coverage of 2x. Nanopore reads
were significantly longer in length (on average 665 bp),
93% of which were recognized as a full-length transcript.
Using minimap2, 86% of reads from LR-seq were
mapped to C. cardunculus reference genome. Mapping
rate for SR-seq using STAR was 89% of the total reads.

Hybrid RNA de novo assembly
The reads from both sequencing platforms were com-
bined to perform a hybrid transcriptome assembly to be
compared to the assembly using only short reads. The
distribution length of the contigs and the transcripts ob-
tained from the two sequencing approaches resulted in
slight differences (Fig. 2a and b). For both sequencing
approaches the highest peak was at 220 bp with a higher

proportion of assembled contigs with SR-seq reads (500
more respect to hybrid-seq), while hybrid-seq showed a
higher assembled contigs proportion between 1360 bp
and 7260 bp with the relative highest peak at 2390 bp
with 145 more respect to SR-seq (Fig. 2a). As for tran-
script length distribution, albeit with a lesser extent re-
spect to contigs, hybrid-seq showed a higher proportion
of longer transcripts, among which the most numerous
difference length was at 2400 bp with 103 more longer
transcripts respect to SR-seq (Fig. 2b). In total, the tran-
scriptome assembly obtained with hybrid-seq reads pro-
duced 7495 more transcripts (1.56%) than SR-seq.
Among the transcripts generated with hybrid-seq, 19,
043 (10.83%) were longer (≥ 500 bp) and, according to
rnaQuast analysis, 1952 more transcripts (15.09%)
showed a 95%-assembled gene assembly respect to SR-
seq (Table 1). Also TransRate software estimated an in-
crease in the number of 95%-covered genes (6% more),
N50 (30% higher), optimal score and a significant de-
crease in the number of segmented contigs (68% fewer)
for assemblies generated with hybrid-seq respect to SR-
seq. Likewise, BUSCO analysis showed that with the hy-
brid approach 92 more complete universal single-copy
orthologs were restored for its plant database reaching a
total of 1330 (95% of the entire database).

PASA alignment and annotation
In this study 502 and 578 unannotated genes were iden-
tified, respectively for SR-seq and hybrid-seq approaches,
which were not present in the current globe artichoke
genome annotation (Table 2). Moreover, the hybrid-seq

Fig. 1 Numbers of SR-seq and LR-seq reads, and length distribution of contigs and transcripts. a Raw (blue bars) and trimmed (red bars) read
counts (millions) average for each sample for SR-seq and LR-seq (from a pool of samples). Thin bars the standard deviation (SD) of read counts
between replicates
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approach allowed to detect 18.6% more of alternative
isoforms compared to the assembly made up by short-
reads. Also, the composition of alternative splicing types
was slightly different in the two assemblies detected by
PASA (Table S3). In fact, in the hybrid-seq assembly,
more gene counts (180) were involved in alternative spli-
cing characterized by higher alternate exchanges and in-
tron retention and a lower exon skipping events. Most
gene model updates accounted for alternative gene
structure and for UTR modifications at 5′ and 3′ ends
of genes. As an example, for the gene Ccrd_v2_09297_
g05, encoding for flavanone 3-dioxygenase (F3H), in the
existing annotation a single transcript is present with
three exons and two introns (Fig. 3). The SR-seq data
were fragmented and from the combination of multiple

contigs only one complete transcript, Ccrd_v2_09297_g05-
mRNA-1 (isoform 1), was reconstructed with an expanded
exon and larger both 5′ and 3′-UTRs. However, with the
use of hybrid-seq, full-length transcripts were retrieved
which enabled to identify a new alternatively spliced iso-
form, Ccrd_v2_09297_g05-mRNA-1-1.5b860155 (isoform
2), differing for introns and exons number and 3′-UTR
length (Fig. 3).

In silico functional annotation
The in silico functional annotation of hybrid-seq identi-
fied 1688 more predicted genes and 1317 annotated
genes respect to SR-seq assembly annotation (Table S4).
As a consequence, for hybrid assembly 2249 more GO
terms were retrieved respect to SR-seq. Between the two
transcriptome assemblies annotations, the most signifi-
cant difference (p value ≤0.05) in GO terms composition
was found for molecular function (3 subcategories) and
biological process (5 subcategories) (Fig. 4a). Within the
molecular function, most different GO terms amount
accounted for ‘ion binding’, while for biological process
the ‘cellular metabolic process’ was the most different
subcategory.
We used the hybrid-seq assembly for all analyses de-

scribed here following. With the GO annotation analysis, we
found 53 functional groups (Figure S2a), including biological
process (30 subcategories), cellular component (13 subcat-
egories) and molecular function (10 subcategories), which
five most abundant GO terms are reported in Fig. 4a. For
biological process, ‘cellular process’ and ‘metabolic process’
were dominant terms, while for molecular function ‘catalytic
activity’ and ‘binding’ were the major subcategories. For cel-
lular component, the identified GO terms were more evenly
spread across the subcategories with ‘cell’, ‘cell part’ and
‘membrane’ accounting for the most numerous ones. As

Fig. 2 Comparison of sequence length distribution of SR-seq (light red) versus hybrid-seq assembly (light green) for contigs (a) and for transcript
sequences (b) obtained from the PASA software. Insets in the figures show fragment length delta of hybrid-seq assembly respect to SR-seq with
contigs (a) or transcripts (b) length in the x-axes and number of occurred fragments in the y-axes

Table 1 Summary statistics for quality assessment of the
assemblies obtained with SR-seq and hybrid-seq

SR-seq Hybrid-seq

No. of transcripts 480,403 487,898

Transcripts > 500 bp 175,817 194,860

rnaQUAST metrics

Aligned transcripts 230,373 238,818

50%-assembled genes 19,355 19,486

95%-assembled genes 12,932 14,884

TransRate metrics

95% covered genes 13,038 13,800

Segmented contigs 56,825 18,422

N50 1803 2342

Optimal score 0.11 0.26

BUSCO metrics

Complete BUSCOs 1238 1330
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regards to the 578 newly identified genes, no BLAST hit was
obtained for 79 sequences, while 306 GO terms correspond-
ing to 32 functional groups (Figure S3), including biological
process (16 subcategories), molecular function (7 subcat-
egories) and cellular component (8 subcategories) were
found for the 499 functionally annotated sequences, which
five most abundant GO terms are reported in Fig. 4c. The
relative enrichment analysis identified three and seven most
represented GO terms for molecular function and biological
process, respectively. The term ‘nucleic acid binding’ was
most abundant by the number of genes, and GO groups re-
lated to RNA regulation were the most frequent (Figure S3).
The 247,238 unaligned contigs resulted in 18,042 BLASTX
hits with Camelia sinensis, A. thaliana and Glycine soja
among the most represented hit species (Figure S4). As
regards to the GO analysis, 11,691 sequences were in silico
functionally annotated corresponding to 56 GO functional
groups which showed a similar composition to hybrid-seq
and novel gene models assemblies (Fig. 4d and Figure S5).

Table 2 Comparison of annotations of SR-seq and hybrid-seq
assemblies refined and updated by PASA software. Existing
artichoke genome annotation was used as reference

SR-seq Hybrid-seq

Newly annotated genes 502 578

Entirely new 302 551

Split genes 200 227

Updated genes 13,796 12,924

Alternative gene structure 8107 7769

UTR alternation 4838 4332

Protein modification 939 870

Gene merging 114 115

Alternatively spliced isoforms 8945 10,613

Proteins modified 9341 8960

Fig. 3 Updated annotation of gene Ccrd_v2_09297_g05, flavanone 3-dioxygenase (F3H), using both LR-seq and SR-seq with different gene
model alternative splicing isoforms (Sashimi plot). Existing annotation (black bars) is compared with SR-seq (blue bars) and hybrid-seq (red bars)
assemblies and with the validated PASA updated annotation (green bars) including 2 different isoforms: Ccrd_v2_09297_g05-mRNA-1 (1) and
Ccrd_v2_09297_g05-mRNA-1-1.5b860155 (2). Intronic regions are shown by lines and UTRs by thinner green bars
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Differential expression analysis
The PCA analysis carried out on the whole-gene ex-
pression data set showed the distinctness of the vegeta-
tive tissues (GS and YL) from the reproductive ones
(CC and OC) (Figure S6). In addition, among the inflor-
escence tissues, the closed capitulum stages (CC-1 –
CC-3) displayed a tight clustering; likewise, the open
inflorescence stages (OC-1 – OC-4) clustered together.
This indicates the presence of transcriptional signatures
that can differentiate among distinct tissue types and
within the inflorescence developmental stages. The ana-
lysis of the differentially expressed genes (DEG) across
all the samples resulted in 2986 sequences. Verification
of expression profiles of seven selected genes in the
sampled tissues by qRT-PCR, showed a good correlation
(R2 = 0.72) with RNA-seq (Figures S7 and S8), supporting

the reliability of our dataset. From the examination of the
expression dynamics, vegetative and reproductive tissues
showed a very different profile indicating the presence of
different transcriptional programmes regulating their de-
velopment (Figure S9). The obtained DEGs set was used
to perform the GO enrichment analysis, which detected
127 significantly enriched terms grouped into three main
categories (biological process, molecular function and
cellular component) (Figure S10 and S11). Among GO
terms, the most abundant were ‘binding’ (48%; GO:
0005488) and ‘catalytic activity’ (47%; GO:0003824) for
molecular function, while for biological process were
‘metabolic process’ (44%; GO:0008152) and ‘cellular
process’ (41%; GO:0009987), and ‘cell part’ (27%; GO:
0044464) and ‘cell’ (27%; GO:0005623) were the most nu-
merous for cellular component.

Fig. 4 Gene Ontology (GO) annotation of the transcriptome data. a Significantly different GO terms (p value ≤0.05) obtained from the
comparison between hybrid-seq and SR-seq with WEGO web application. Transcriptome annotation classification reporting the top five most
abundant GO terms for Biological Process, Molecular Function and Cellular Component functional groups for hybrid-seq assembly (b) novel gene
models annotated in this study (c) and unaligned contigs to the reference genome (d)
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Regulation of transcription is known to play a pivotal
role in the flowering development. Among the 3424 differ-
entially expressed genes across capitulum formation sam-
ples (Figure S12), 2203 genes accounted for transcription
factors (Fig. 5, Figures S13 and S14). In general, we

observed different expression dynamics between the
closed and the opened capitulum with a more pronounced
up-regulation of TF gene expression in the open capit-
ulum stages. The TF family with the highest number of
representatives were bHLH (368) which exhibited the

Fig. 5 Transcriptional dynamics during inflorescence development of top 100 differentially expressed TFs grouped for each belonging family. The
colour scale represents the log2-transformed TPM value
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highest proportion of up-regulated genes at OC-2 stage
(38%) while CC-1 was the stage with the largest bHLHs
down-regulation (52.4%). The second most abundant TF
family was MYB/MYB-related (221), which were mostly
(46.6% at CC-1) down-regulated in the first steps of inflor-
escence formation and showed the largest number of up-
regulated genes (36.2%) at CC-3 stage. While NAC family
accounted for 149 genes mostly over-expressed in the final
stages of inflorescence development and in a lesser extent
in middle of this process. C2H2 (103 genes) TF family was
up-regulated during later stages of the closed capitulum
and early stages of the opening inflorescence. While
WRKY genes (94) were mostly expressed at the start of
capitulum opening and throughout the OC stages. MADS
(M-type + MIKC) TF family, instead, accounted for 81
members that were mostly (63%) down-regulated at early

inflorescence developmental stages, while at later stages
45% of genes were up-regulated.

Phenylpropanoids and flavonoids biosynthetic pathways
To investigate the production of valuable secondary metab-
olites in cardoon, we identified key-genes related transcripts
of the phenylpropanoids and flavonoids biosynthetic
pathways and analysed their expression patterns dur-
ing inflorescence development (Fig. 6a, Table S5). We
annotated two transcripts for 5-O-(4-coumaroyl)-D-
quinate 3′-monooxygenase (C3’H), two for shikimate
O-hydroxycinnamoyltransferase (HCT), one for quinate
O-hydroxycinnamoyltransferase (HQT), two for caffeate
O-methyltransferase (COMT), one for chalcone synthase
(CHS) and two for flavonol synthase (FLS). Moreover, the
PASA analysis split into two genes the chalcone isomerase

Fig. 6 Expression heat maps in germinating seedling (GS) and inflorescence developmental stages (from CC1 to OC4) of genes related to the
biosynthesis of phenylpropanoids and flavonoids (a) and sesquiterpene lactones (b). 4CL 4-coumarate-CoA ligase, C3’H 5-O-(4-coumaroyl)-D-
quinate 3′-monooxygenase, CHI chalcone isomerase, CHS chalcone synthase, COMT caffeate O-methyltransferase, F3H flavanone 3-dioxygenase,
FLS flavonol synthase, HQT quinate O-hydroxycinnamoyltransferase, HCT shikimate O-hydroxycinnamoyltransferase, COS costunolide synthase, GAO
germacrene A hydroxylase, GAS germacrene-A synthase, GDS (−)-germacrene D synthase. The colour scale represents the log2-transformed
TPM value
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(CHI) gene, which was merged in the current annotation.
Additionally, the hybrid-seq approach enabled us to detect
two new alternatively spliced transcript isoforms for 4-
coumarate-CoA ligase the (4CL) gene and one for flava-
none 3-dioxygenase (F3H). As regards to pathway regula-
tory genes, we identified the transcripts homologous to
MYB111, MYB308 and MYB86 from A. thaliana.
The transcriptome dynamics analysis showed that the

genes involved in the early steps of phenylpropanoids
and flavonoids biosynthetic pathway, as 4CL, CHS, C3’H
and MYB111-like, were up-regulated mostly in first
stages of inflorescence development (from CC-1 to CC-
3/OC-1) while genes involved in later biosynthesis steps,
as F3H and COMT were up-regulated mostly in open
capitulum stages (OC-1 to OC-4). Similarly, MYB308-
like and MYB86-like showed higher expression levels
also at final inflorescence development stages. However,
other genes, as CHI, HCT, HQT and FLS showed a
wider expression pattern. As for the newly identified iso-
forms, both for 4CL and F3H, their expression pattern
differed across the flower head development stages re-
spect to the isoforms present in the current annotation
(Fig. 6a).

Sesquiterpene lactones biosynthetic pathway
As regards to sesquiterpene lactones biosynthetic pathway,
we identified the key-genes related transcripts and ana-
lysed their transcriptional dynamics during flower head
development (Fig. 6b, Table S5). We annotated two tran-
scripts for germacrene A hydroxylase (GAO), two for
(−)-germacrene D synthase (GDS) and two for costunolide
synthase (COS). While using the hybrid-seq assembly we
detected two alternatively spliced isoforms out of the four
annotated transcripts for germacrene-A synthase (GAS).
The expression pattern of identified sesquiterpene lac-
tones biosynthetic pathway genes was characterized by an
up-regulation mostly in the closed capitulum stages (from
CC-1 to CC-3) during inflorescence formation. However,
the newly annotated alternatively spliced isoforms showed
wider expression pattern respect the transcript already
present in the existing annotation.

Discussion
Transcriptome analysis through RNA hybrid sequencing
In this study, the joined use of approximately 550 mil-
lions reads from SR-seq and 1.4 millions from LR-seq
through a hybrid transcriptome assembly approach
allowed retrieving full-length transcripts producing 15%
more complete assembled genes and 18% more tran-
script isoforms respect to SR-seq alone. The lower per-
formance of SR-seq alone can be attributed to
misassembly of short reads-scaffolds in repetitive regions
or problematic reconstruction of lowly expressed tran-
scripts as well as no coverage. The addition of reads

from LR-seq, which 90% consisted of full-length tran-
scripts, had a positive impact on improving gene cover-
age and isoforms detection, providing direct evidence for
transcript isoforms of each gene. In total, the assembly
quality assessments with rnaQUAST, TransRate and
BUSCO tools demonstrated that the hybrid assembly ob-
tained using both LR-seq and SR-seq allowed to retrieve
more aligned transcripts and to improve the accuracy
and the completeness. In fact, out of 26,889 genes of
globe artichoke existing annotation, 13,039 gene models
were updated, which mostly accounted for alternative
gene structure and UTR modifications at 5′ and 3′ ends
of genes. Moreover, 578 new gene models were identi-
fied and 11,169 new alternated splicing isoforms were
detected, among which intron retention splicing type
was the most frequent. Also, functional annotation bene-
fitted from the hybrid assembly with the identification of
1317 more annotated genes and 2249 more GO terms in
comparison to the SR-seq assembly. These findings can
be both attributed to the genome diversity between
globe artichoke and cultivated cardoon and to the more
accurate transcriptome annotation obtained with the
RNA hybrid sequencing approach.

Annotation of capitulum development transcriptome
Genes involved in ‘binding’ and ‘catalytic activity’ for mo-
lecular function, and ‘metabolic process’ and ‘cellular
process’ for biological process were over-represented in
inflorescence developing transcriptome. The newly identi-
fied gene models exhibited a very similar GO composition
as for the unaligned contigs which were analysed as single
sequences and not included in the final annotation. The
prominence of ‘binding’ term suggested a crucial role of
TFs during the flower head development regulation also
in Asteraceae as already showed in other plant families
[34, 36, 51]. Among the DEGs, approximately two-thirds
were TFs including nearly all the transcription factor fam-
ilies. During inflorescence development, TF expression
pattern strongly differed between early (closed capitulum
samples) and late flower heads maturation stages (open
capitulum samples) evidencing the relevant transcriptional
programmes changes taking place throughout this
process.
Amongst the most represented TFs, bHLH constitute

a large family of regulatory proteins found in plants and
animals. Some of them were shown to be involved in the
regulation of flowering time through the activation of
CONSTANS gene [52], while others are important in the
regulation of flower senescence by modulating ethylene
biosynthesis [53]. Here more than half of bHLHs were
down-regulated at the CC-1 stage while at OC-2, before
anthesis, we observed almost two times more up-
regulated genes than down-regulated bHLH genes. This
expression pattern, already showed in legumes flowering
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[36], may suggest the involvement of common bHLHs
across plant families during mature flower formation.
MYB transcription factors represent another large TF

family playing an important role in flowering development
and in secondary metabolites biosynthetic pathways as
phenylpropanoids and flavonoids [54, 55]. In the present
study, we analysed the differential expression of three
MYB TFs likely linked to these pathways in the sampled
tissues. MYB111-like, homologous of AtMYB111, showed
higher expression in the first stages of inflorescence
formation, and this may support its key role in the activa-
tion of flavonols biosynthesis as documented in artichoke
immature inflorescence and young leaves [20]. Conversely,
MYB86-like and MYB308-like genes exhibited higher ex-
pression levels in opened capitulum stages and this may
suggest a role, also for cardoon, as responsible for repres-
sion of phenylpropanoids biosynthetic pathway structural
genes, i.e. CH4 and 4CL, as previously reported for A.
thaliana [56, 57].
Moreover, the NAC (NAM, ATAF1,2 and CUC2) and

WRKY stress-response related TF families were found to
be up-regulated at OC-2 and OC-1 stages, respectively,
suggesting their involvement in abiotic (e.g. capitulum
wounding and dehydration) and biotic (e.g. insect flower
phytophagy) stress response during flowering as de-
scribed in many plant families [58, 59].
For the MADS family, which is known to play critical

roles in orchestrating flowering development, including
the floral transition and organogenesis [60], more than
half identified TFs were down-regulated at early inflores-
cence development stages, while they were up-regulated
mostly at OC-1, OC-2 stages. This expression pattern
already showed in other plant families [61], supports the
role of MADS TFs acting down-stream of the floral
organ identity factors, also for this species.

Transcriptional dynamics of identified C. cardunculus
secondary metabolites
Secondary metabolism of C. cardunculus has been of
interest in the last decades because of the emerging
awareness of polyphenols as healthy compounds [7, 11]
and of sesquiterpene lactones as allelochemicals, insect
repellents and animal allergens [22, 23]. Expression of
polyphenols-related genes was reported to take place
during flower development in Gerbera hybrida and in
indica rice [62, 63]. Also, sesquiterpene lactones, con-
sistently with their protecting role, were showed to be
produced in artichoke mature leaves and receptacle [28].
For the first time in C. cardunculus, in this study the
expression dynamics of most of the phenylpropanoids,
flavonoids and sesquiterpene lactones biosynthetic
pathways related genes were showed through an RNA-
seq approach. The biosynthetic genes were strongly
expressed during inflorescence development

demonstrating the crucial importance of this step in the
production of secondary metabolites. Consistently with
previous transcriptomic studies in Lilium and in Narcis-
sus for phenylpropanoids and flavonoids [64, 65] and in
Tanacetum cinerariifolium for sesquiterpene lactones
[66], this approach allowed to functionally annotate
these genes in C. cardunculus and provides valuable in-
formation for further investigations on their role as
structural genes in the related pathways. Moreover, the
use of RNA hybrid-seq enabled us to identify many al-
ternatively spliced isoforms differentially expressed
across the inflorescence development stages showing the
complex transcriptional regulation system governing this
process. The different expression profiles among iso-
forms could be associated to different functions carried
out throughout the plant life.

Conclusion
In this study the joined use of reads obtained with LR-
seq and SR-seq enhanced transcriptome annotation in
terms of accuracy, completeness and isoforms detection
for cultivated cardoon, a crop species with a limited gen-
ome annotation. To our knowledge, this is the first re-
port showing a hybrid RNA-sequencing approach used
for plant inflorescence transcriptome analysis and it is
the first transcriptome expression dynamics investigation
in this species. This plant, for its ability to grow in dry
and marginal lands, has the potential to become a model
crop for climate change adaptation, which can be
achieved by exploiting genome and transcriptome re-
sources. The proposed approach allowed to substantially
improve functional annotation revealing a large number
of transcription factors differentially expressed during
flower head development. Moreover, the use of hybrid-
seq enabled us to detect new alternatively spliced iso-
forms related to secondary metabolism biosynthetic
pathways key genes presenting a differential expression
in C. cardunculus. A detailed investigation of these path-
ways exploiting the identified candidate genes and iso-
forms would be highly desirable to improve the
knowledge on the molecular regulation of inflorescence
development and of the synthesis of valuable com-
pounds in Cynara.

Methods
Plant material and RNA extraction
A transcriptome investigation was carried out taking
into consideration different phenological codes (pc) in
the growth stages of Cynara cardunculus var. altilis as
reported by Archontoulis et al. [67]. We collected a total
of 34 samples with particular attention to inflorescence
development including seven stages of floral develop-
ment, young leaves and seedlings with four biological
replicates for each organ/development stage, except for
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leaves with two replicates each consisting of a pool of
two leaves from two different plants (Fig. 7). Only
germinating seedlings (GS; pc = 09) were obtained in
laboratory imbibing cardoon seeds with water on two #1
Whatman paper filters in Petri dishes at 20 °C with a
light/dark 8/16 (hours) photoperiod and collecting
seedlings 5 days after germination. The remaining floral
and young leaf (YL; pc = 14) samples were collected from
field grown plants. The whole inflorescence was
collected at seven stages of development including initial
closed capitulum (CC-1; pc = 51), visible capitulum (CC-
2; pc = 53), enlarged capitulum (CC-3; pc = 59), start of
flowering opened capitulum (OC-1; pc = 60), opened ca-
pitulum with 30% of heads in blossom (OC-2; pc = 63),
opened capitulum in near anthesis with 70% of heads in
blossom (OC-3; pc = 67) and opened ripening capitulum
with 20–30% of the heads turning yellow (OC-4; pc =

82). For all these samples, the complete collected plant
part was immediately immersed and kept in liquid nitro-
gen until it was ground to a fine powder, of which about
100 mg was used for total RNA isolation. Total RNA
was extracted using RNAeasy Plant Mini Kit (Qiagen,
Hilden, Germany), with DNase treatment following the
manufacturer’s protocol RNA quality and quantity was
determined using Eppendorf BioSpectrometer (RNA
program) and QIAxcel RNA QC Kit (Qiagen, Hilden,
Germany). The extracted total RNA with a RIN/RIS/
RQN > 7 was split and processed in-parallel using
Illumina and ONT library preparation protocols.

Short read sequencing
Library preparation and sequencing were outsourced (Euro-
fins GmbH, Ebersberg, Germany). For each sample,

Fig. 7 Organ/development stages used for this study with the related phenological code (pc). GS, germinating seedling; YL, young leaves; CC-1
to CC-3, closed capitulum stages; OC-1 to OC-4, open capitulum stages
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approximately 1 μg of total RNA were used for library prep-
aration applying a strand-specific cDNA libraries synthesis
kit (New England Biolabs, Ipswich, USA). The mRNA was
selected with a polyA capturing method, fragmented, ligated
with adapters and amplified [68]. Samples from each library
were pooled equimolar and paired-end (PE) sequenced
using HiSeq2500 (Illumina Technologies, San Diego, USA)
platform with chemistry v4 applying the high-output run
mode. The obtained reads were used as short read-
sequencing (SR-seq) reads for downstream analyses.

Long read sequencing
We modified and adapted the ONT Nanopore cDNA-
PCR Sequencing Kit SQK-PCS108 (Oxford Nanopore
Technologies, Oxford, UK) for the preparation of library
starting from total RNA as reported in Picelli et al. [69, 70].
To ensure a representative sequencing of transcript iso-
forms, many of which may be tissue-specific, we multi-
plexed all sampled tissues and pooled them for subsequent
sequencing. In brief, 600 ng of total RNA was denatured at
65 °C for 5min for Oligo-dT30VN hybridization, then re-
verse transcribed using the strand-switching protocol in
20 μl of the reaction mixture as reported in the relevant
cDNA-PCR sequencing kit protocol (version: PCS_9035_
v108_revF, Oxford Nanopore Technologies, Oxford, UK).
The reaction was incubated at 42 °C for 40min then with
10 cycles of (50 °C for 2min, 42 °C for 2min) to optimize
template-switching followed by 1 cycle of (80 °C for 10min)
for enzyme inactivation. The double-stranded cDNA was
split into four PCR reactions for which we used Long Amp-
Taq 2x MasterMix (NEB) and cDNA primer (cPrim) for
amplification incubating at 95 °C for 30 s followed by 20 cy-
cles of (95 °C for 15 s, 50 °C- 55 °C for 15 s, 65 °C for 3min),
with a final extension at 65 °C for 6min. Purification steps
were carried out following manufacturer’s instructions and
the resulting cDNA was evaluated and quantified using an
Agilent High Sensitivity DNA kit and Chip on a Bioanaly-
zer 2100 (Agilent Technologies, Santa Clara, CA, USA).
Adapter (cAMX) was added to 23 μl of amplified cDNA li-
brary then the reaction was purified with 1x volume Agen-
court AMPure XP beads (Beckman Coulter, Beverly, USA),
according to ONT protocol. The purified library was quan-
tified by fluorometric quantitation and 600 fmol was mixed
with library loading beads and running buffer with fuel mix
provided in ONT protocol. The full-length cDNA library
was then sequenced on a MinION R9.5 flow cells for 48 h
using the 1D sequencing protocol. The obtained reads were
used as long-sequencing reads (LR-seq) for downstream
analyses.

Data analysis
Quality control
Both the results of SR-seq and LR-seq were mapped to v.2
of C. cardunculus genome available at (www.

artichokegenome.unito.it) with STAR [71] and minimap2
[72] in spliced alignment mode respectively to assess their
quality.

SR-seq reads analysis
Illumina paired-end 150 bp reads in FASTQ format were
analysed with the FastQC program [73], and then quality
and adaptors, barcodes, polyA and polyT ends were
trimmed using Cutadapt v1.16 [74] with default parame-
ters for paired-end reads and Trimmomatic v0.33 [75] in
paired-end mode, setting the minimum length to 50 bp.
De novo assembly was performed using rnaSPAdes from
SPAdes 3.12 package [76] with default parameters.

Hybrid-seq assembly
To enable the use of LR-seq reads to obtain a hybrid-seq
transcriptome assembly we combined the existing rnaS-
PAdes [49] and hybridSPAdes [77] approaches, with the
former developed for assembling short-read RNA-Seq
data and the latter one designed for hybrid genome as-
sembly. The complete algorithm description can be
found in the separate software publication [78]. To ob-
tain high-quality transcriptome assembly in the present
study we customized several important settings combin-
ing short and long reads (Figure S1). We took advantage
of full-length (FL) transcripts coverage of LR-seq by
mapping the ONT reads to the SR-seq assembly using
BWA-MEM [79] without setting any minimum length
threshold on the resulting assembly graph since for tran-
scriptomic data it is typically more fragmented. To im-
prove isoforms detection, we extended the reads path
modifying the exSPAnder module [50] in order to
process multiple edges simultaneously. This allowed to
extend each path individually and to detect separate al-
ternative isoforms. In addition, LR-seq reads were ana-
lysed to detect sequences corresponding to full-length
transcripts and the paths obtained from FL reads were
also marked as full-length for use in further analyses.
The read was considered as FL when both adapters were
detected based on sequence alignment with at least 70%
similarity. FL reads were processed in the same way as
raw LR-seq reads, but the paths obtained from FL read
mapping were also added directly to the resulting set of
paths. To avoid excessive transcript sequences in the
resulting FASTA file, we also removed duplicated paths
before outputting them.

Quality assessment of de novo assembly
De novo assembly of sequencing data was performed in
order to obtain aberrant and new genes and isoforms that
are missing from the existing gene database available for
this species. The quality evaluation of obtained assemblies
(from SR-seq and hybrid-seq) was performed using several
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different approaches. We used the published V2 artichoke
genome ([29, 30]; www.artichokegenome.unito.it, down-
loaded in October 2018) and its gene annotation to assess
quality with respect to known genes rnaQUAST v1.5.1
[80]. The transcript dataset was assessed with Benchmark-
ing Universal Single-Copy Orthologs, BUSCO [81], to esti-
mate the number of plant universal single-copy orthologs
(core genes) in the assemblies and TransRate v1.0.3 [82]
was run to evaluate the completeness and accuracy of the
assembled transcripts measuring the quality of individual
contig and of the whole assembly.

Transcriptome annotation
The obtained assemblies, hybrid-seq and SR-seq, were
aligned to the reference genome and refined into
complete gene models including alternatively spliced iso-
forms using PASA pipeline v.2.0.0 (Program to Assemble
Spliced Alignments, [83]). Transcripts that failed to align
to the reference genome sequence were removed from
the dataset and in silico functionally characterized to
find out possible novel annotations. Using the aligned
transcripts, PASA generates an updated annotation by
extending and refining the existing gene database with
new gene models, UTRs, newly detected alternatively
spliced isoforms and novel genes. To analyse the effect
of the two sequencing approaches on functional annota-
tion, we aligned the SR-seq and hybrid-seq transcrip-
tomes, refined by PASA, to the publicly available protein
databases including NCBI non-redundant (nr) protein
database (downloaded in December 2018), using a local
BLASTX analysis with an E value cut-off of 10− 5 and
using InterProScan to infer protein function. The results
were used with Blast2Go suite program [84] using de-
fault parameters to retrieve GO terms and enzyme codes
and to visualize specific pathways loaded from Kyoto
Encyclopedia of Genes and Genomes (KEGG). Then, we
used the WEGO web application [85] to carry out a
comparative analysis between the SR-seq and hybrid-seq
GO annotations showing gene numbers and percentages
of differing GO terms setting up a p value ≤0.05.
The composition of genes during the plant growth

stages was investigated through an enrichment analysis
of DEG using the Fisher’s Exact test and False Discovery
Rate (FDR) considering the list of DEGs as “test-set” and
the annotated transcriptome obtained with the hybrid
approach as “reference-set”. The enriched GO list was,
then, analysed with the AgriGO web application [86],
with Benjamini-Hochberg correction (p value ≤0.01) to
limit the representation to the most enriched terms.

Differential expression analysis
To quantify cultivated cardoon transcript expressions,
we aligned pre-processed quality-trimmed reads on the
reference genome and we calculated the expression

values with the aligned read counts for each transcript.
HiSat2 software [87] was used to align the reads on the
transcript sequences and HtSeq count [88] was used to
evaluate gene expression, in terms of Transcripts per
Millions (TPM), from the aligned results. The analysis of
differentially expressed genes (DEGs) was carried out
with edgeR R package [89] following manual directions
for testing multiple conditions. The general DEGs list
was obtained comparing all the samples together and
this list was used to perform the enrichment GO analysis
as “test set” compared to the updated annotation used as
“reference set”. To analyse the flowering-related DEGs
we compared each inflorescence developmental stage
with the previous one. In each analysis, a criterion of
|log2(Ratio)| ≥ 2 and an FDR of ≤0.01 was used. The
resulting DEGs set was used to identify most differen-
tially expressed transcription factors (TFs) by searching
for sequence homologs in the v4.0 Plant Transcription
Factor Database (www.planttfdb.cbi.pku.edu.cn; down-
loaded in January 2019) [90] with local BLASTX (E value
cut-off of 10− 5). To determine expression patterns of se-
lected genes in the phenylpropanoid, flavonoid and ses-
quiterpene lactones biosynthetic pathways we identified
matching transcripts and their expression levels were
plotted as heat maps across phenological stages using
log2 normalized counts.

Quantitative PCR analysis
To validate the expression profiles of RNA-seq data, we
prepared cDNA from 500 ng of total RNA of each sam-
pled tissue using the QuantiTect® Kit (Qiagen, Hilden,
Germany) following manufacturer’s instructions. Then,
we performed real-time PCR reactions with the Quanti-
Nova SYBR Green® Kit (Qiagen, Hilden, Germany): in
brief, for each reaction we used 1 μl of cDNA, forward
and reverse primer at final concentration 0.7 μM each
and 10 μl Sybr Green RT-PCR Master Mix in a total vol-
ume of 20 μl. RT-qPCRs were carried out on a Rotor-
gene 6000 cycler (Qiagen, Hilden, Germany) with the
following cycling parameters: initial denaturation of 2′
at 95 °C then 35 amplification cycles of 2″ at 95 °C and
10″ at 60 °C. Quantitative analysis were performed on
seven genes selected among the identified phenylpropa-
noid, flavonoid and sesquiterpene lactones biosynthetic
pathways DEGs using three independent biological repli-
cates and three technical replicates of each biological
replicates for each tissue sample. The primer sequences
used for real-time PCR analysis in this study were de-
signed using Primer 3 [91] and are given in Table S1.
The actin gene was used as housekeeping gene and the
fold change in all tissues for each gene was calculated
with respect to GS sample. All RT-qPCR data were sub-
mitted to the Bartlett’s test for the homogeneity of vari-
ance and then analysed using one way analysis of
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variance (ANOVA), (p value ≤0.05), with the CoStat
software (CoHort software, Monterey, CA, USA). The
correlation between expression profiles of the selected
genes measured by qRT-PCR and RNA-seq was calcu-
lated with R software.

Supplementary information
Supplementary information accompanies this paper at https://doi.org/10.
1186/s12864-020-6670-5.

Additional file 1: Figure S1. Hybrid RNA-seq assembly pipeline. (a) The
reads from Illumina SR-seq are used to obtain de novo contigs from short
reads (via De Bruijn graph) reconstructing full-length transcript (1) with
potential alternatively spliced isoform remaining unassembled (2a). (b)
the reads obtained from LR-seq are aligned to contigs from short reads
reconstructing complete genes retrieving full-length alternatively spliced
isoforms (‘1’ and ‘2b’).
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assemblies obtained using hybrid-seq (A) and with SR-seq only (B).
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new gene models identified.
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contigs obtained with BLASTX analysis.

Additional file 5: Figure S5. Gene Ontology (GO) analysis of the
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Additional file 6: Figure S6. Principal component analysis showing the
cluster separation among the samples.

Additional file 7: Figure S7. Quantitative RT-PCR validation of
differential gene expression. Relative transcript abundance of 7 differential
expressed genes validated by real-time PCR analysis is shown. The fold
change in all tissues/stages for each gene was calculated with respect to
GS sample. GS, germinating seedling; YL, young leaf; CC1-CC3 closed ca-
pitulum stages; OC1-OC4 open inflorescence stages. The error bars repre-
sents mean ± standard deviation. Letters indicate only significantly
different values according to ANOVA (p value ≤0.05).
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Additional file 13: Figure S13. Expression levels of all the identified
transcription families across the inflorescence development stages.

Additional file 14: Figure S14. Number of genes for each differentially
expressed transcription factor family across inflorescence development.

Additional file 15: Table S1. Primer sequences used for validation of
RNA-seq data using qRT-PCR reactions.

Additional file 16: Table S2. RNA-seq data obtained with Illumina (SR-
seq) and ONT (LR-seq) platforms.

Additional file 17: Table S3. Comparison of annotations of SR-seq and
Hybrid-seq assemblies refined and updated by PASA software.

Additional file 18: Table S4. Functional annotation comparison of the
transcriptome obtained using hybrid seq and SR-seq.

Additional file 19: Table S5. BLASTX result of phenylpropanoids,
flavonoids and sesquiterpene lactones key genes detected in this study.

Abbreviations
4CL: 4-coumarate-CoA; bHLH: Basic helix-loop-helix; BLAST: Basic Local
Alignment Search Tool; C3’H: 5-O-(4-coumaroyl)-D-quinate 3′-
monooxygenase; CC: Closed capitulum; CHI: Chalcone isomerase;
CHS: Chalcone synthase; COMT: Caffeate O-methyltransferase;
COS: Costunolide synthase; CQA: Caffeoylquinic acids; DEG: Differentially
expressed genes; F3’H: flavonoid 3′-hydroxylase; F3H: Flavanone 3-
dioxygenase; FDR: False discovery rate; FL transcripts: Full-length transcripts;
FLS: Flavonol synthase; GAO: Germacrene A hydroxylase; GAS: Germacrene
synthase A; GDS: (−)-Germacrene D synthase; GO: Gene Ontology;
GS: Germinating seedlings; HCT: Shikimate O-hydroxycinnamoyltransferase;
HQT: Quinate O-hydroxycinnamoyltransferase; Hybrid-seq assembly: Hybrid
assembly using both short and long reads; KEGG: Kyoto Encyclopedia of
Genes and Genomes; LR-seq: Short read sequencing using ONT Nanopore
platform; OC: Open capitulum; PASA: Program to Assemble Spliced
Alignments; PC: Phenological codes; PE: Paired-end; ROS: Reactive oxygen
species; SR-seq: Short-read sequencing using Illumina platform;
TF: Transcription factor; TPM: Transcripts per millions; UTR: Untranslated
region; YL: Young leaves

Acknowledgements
We acknowledge the support of ELIXIR-IT, CINECA and Prof Daniela Giordano
from University of Catania for the provision of computational resources ser-
vice. We thank Pietro Calderaro for his technical assistance in the field opera-
tions and Dr. Daniel Turner and Dr. Angelica Vittori from ONT Technologies
for their support.

Authors’ contributions
GDP, DV, SAR and KJS conceived and designed the study; GDP collected the
samples; GDP and DV conducted the laboratory experiments; ADP, GDP and
EB conducted the bioinformatic analyses; GDP and ADP wrote the
manuscript. All authors read and approved the final manuscript.

Funding
This work was supported by the F.W. Schnell Endowed Professorship of the
Stifterverband and by the Catania section of the Istituto per i Sistemi Agricoli
e Forestali del Mediterraneo (CNR-ISAFOM). AP and EB were supported by St.
Petersburg University (project ID #51555422).

Availability of data and materials
The datasets generated and analysed in the current study are available in
the NCBI SRA repository PRJNA590905 (https://www.ncbi.nlm.nih.gov/
bioproject/PRJNA590905).

Ethics approval and consent to participate
Plant materials in this study were collected from our own experimental field
of CNR-ISAFOM Institute of Catania.

Consent for publication
Not applicable.

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

Author details
1Institute for Plant Breeding, Seed Science and Population Genetics,
University of Hohenheim, Fruwirthstrasse 21, 70599 Stuttgart, Germany.
2Consiglio Nazionale delle Ricerche, Istituto per i Sistemi Agricoli e Forestali
del Mediterraneo (CNR-ISAFOM) U.O.S. Catania, Via Empedocle, 58, 95128
Catania, Italy. 3Center for Algorithmic Biotechnology, Institute of Translational
Biomedicine, St. Petersburg State University, St. Petersburg, Russia.

Puglia et al. BMC Genomics          (2020) 21:317 Page 14 of 17

https://doi.org/10.1186/s12864-020-6670-5
https://doi.org/10.1186/s12864-020-6670-5
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA590905
https://www.ncbi.nlm.nih.gov/bioproject/PRJNA590905


Received: 31 May 2019 Accepted: 13 March 2020

References
1. Gominho J, Curt MD, Lourenço A, Fernández J, Pereira H. Cynara

cardunculus L. as a biomass and multi-purpose crop: a review of 30 years of
research. Biomass Bioenergy. 2018;109:257–75. https://doi.org/10.1016/j.
biombioe.2018.01.001.

2. Raccuia SA, Melilli MG. Biomass and grain oil yields in Cynara cardunculus L.
genotypes grown in a Mediterranean environment. F Crop Res. 2007;101:
187–97. https://doi.org/10.1016/j.fcr.2006.11.006.

3. Raccuia SA, Piscioneri I, Sharma N, Melilli MG. Genetic variability in Cynara
cardunculus L. domestic and wild types for grain oil production and fatty
acids composition. Biomass Bioenergy. 2011;35:3167–73. https://doi.org/10.
1016/j.biombioe.2011.04.047.

4. Barracosa P, Barracosa M, Pires E. Cardoon as a sustainable crop for biomass
and bioactive compounds production. Chem Biodivers. 2019;16:e1900498.
https://doi.org/10.1002/cbdv.201900498.

5. Dias MI, Barros L, Barreira JCM, Alves MJ, Barracosa P, Ferreira ICFR. Phenolic
profile and bioactivity of cardoon (Cynara cardunculus L.) inflorescence
parts: selecting the best genotype for food applications. Food Chem. 2018;
268:196–202. https://doi.org/10.1016/j.foodchem.2018.06.081.

6. Tibullo D, Caporarello N, Giallongo C, Anfuso CD, Genovese C, Arlotta C,
et al. Antiproliferative and antiangiogenic effects of Punica granatum juice
(PGJ) in multiple myeloma (MM). Nutrients. 2016;8:61. https://doi.org/10.
3390/nu8100611.

7. Pandino G, Lombardo S, Mauromicale G, Williamson G. Phenolic acids and
flavonoids in leaf and floral stem of cultivated and wild Cynara cardunculus
L. genotypes. Food Chem. 2011;126:417–22. https://doi.org/10.1016/j.
foodchem.2010.11.001.

8. Ramos PAB, Santos SAO, Guerra ÂR, Guerreiro O, Freire CSR, Rocha SM, et al.
Phenolic composition and antioxidant activity of different morphological
parts of Cynara cardunculus L. var. altilis (DC). Ind Crop Prod. 2014;61:460–71.
https://doi.org/10.1016/j.indcrop.2014.07.042.

9. Gostin AI, Waisundara VY. Edible flowers as functional food: A review on
artichoke (Cynara cardunculus L.). Trends Food Sci Technol. 2019;86:381–9.
https://doi.org/10.1016/j.tifs.2019.02.015.

10. Lattanzio V, Kroon PA, Linsalata V, Cardinali A. Globe artichoke: a functional
food and source of nutraceutical ingredients. J Funct Foods. 2009;1:131–44.
https://doi.org/10.1016/J.JFF.2009.01.002.

11. Schütz K, Kammerer D, Carle R, Schieber A. Identification and quantification
of Caffeoylquinic acids and flavonoids from artichoke (Cynara scolymus L.)
heads, juice, and Pomace by HPLC-DAD-ESI/MS n. J Agric Food Chem. 2004;
52:4090–6. https://doi.org/10.1021/jf049625x.

12. Pandino G, Lombardo S, Lo Monaco A, Mauromicale G. Choice of time of
harvest influences the polyphenol profile of globe artichoke. J Funct Foods.
2013;5:1822–8. https://doi.org/10.1016/J.JFF.2013.09.001.

13. Mondolot L, La Fisca P, Buatois B, Talansier E, De Kochko A, Campa C.
Evolution in caffeoylquinic acid content and histolocalization during Coffea
canephora leaf development. Ann Bot. 2006;98:33–40. https://doi.org/10.
1093/aob/mcl080.

14. Shirley BW. Flavonoid biosynthesis: ‘new’ functions for an ‘old’ pathway.
Trends Plant Sci. 1996;1:377–82. https://doi.org/10.1016/S1360-
1385(96)80312-8.

15. Shukla S, Gupta S. Apigenin: a promising molecule for cancer prevention.
Pharm Res. 2010;27:962–78. https://doi.org/10.1007/s11095-010-0089-7.

16. Mileo AM, Di Venere D, Linsalata V, Fraioli R, Miccadei S. Artichoke
polyphenols induce apoptosis and decrease the invasive potential of the
human breast cancer cell line MDA-MB23. J Cell Physiol. 2012;227:3301–9.
https://doi.org/10.1002/jcp.24029.

17. Comino C, Hehn A, Moglia A, Menin B, Bourgaud F, Lanteri S, et al. The
isolation and mapping of a novel hydroxycinnamoyltransferase in the globe
artichoke chlorogenic acid pathway. BMC Plant Biol. 2009;9:30. https://doi.
org/10.1186/1471-2229-9-30.

18. Moglia A, Comino C, Portis E, Acquadro A, De Vos RCH, Beekwilder J, et al.
Isolation and mapping of a C3?H gene (CYP98A49) from globe artichoke,
and its expression upon UV-C stress. Plant Cell Rep. 2009;28:963–74. https://
doi.org/10.1007/s00299-009-0695-1.

19. Sonnante G, D’Amore R, Blanco E, Pierri CL, de Palma M, Luo J, et al. Novel
hydroxycinnamoyl-coenzyme a quinate transferase genes from artichoke

are involved in the synthesis of chlorogenic acid. Plant Physiol. 2010;153:
1224–38. https://doi.org/10.1104/pp.109.150144.

20. Blanco E, Sabetta W, Danzi D, Negro D, Passeri V, De LA, et al. Isolation and
Characterization of the Flavonol Regulator CcMYB12 From the Globe
Artichoke [Cynara cardunculus var. scolymus (L.) Fiori]. Front Plant Sci. 2018;9:
94. https://doi.org/10.3389/fpls.2018.00941.

21. De Palma M, Fratianni F, Nazzaro F, Tucci M. Isolation and functional
characterization of a novel gene coding for flavonoid 3′-hydroxylase from
globe artichoke. Biol Plant. 2014;58:445–55. https://doi.org/10.1007/s10535-
014-0424-7.

22. Abeysekera BF, Abramowski Z, Towers GHN. Chromosomal aberrations
caused by sesquiterpene lactones in chinese hamster ovary cells. Biochem
Syst Ecol. 1985;13:365–9. https://doi.org/10.1016/0305-1978(85)90050-X.

23. Picman AK. Biological activities of sesquiterpene lactones. Biochemical
Systematics and Ecology. 1986;14:255–8. https://doi.org/10.1016/0305-
1978(86)90101-8.

24. Ramos PAB, Ferro AM, Oliveira MM, Gonçalves S, Freire CSR, Silvestre AJD,
et al. Biosynthesis and bioactivity of Cynara cardunculus L. guaianolides and
hydroxycinnamic acids: a genomic, biochemical and health-promoting
perspective. Phytochem Rev. 2019:1–32. https://doi.org/10.1007/s11101-019-
09604-4.

25. Ramos PAB, Guerra AR, Guerreiro O, Freire CSR, Silva AMS, Duarte MF, et al.
Lipophilic extracts of Cynara cardunculus L. var. altilis (DC): a source of valuable
bioactive terpenic compounds. J Agric Food Chem. 2013;61:8420–9. https://
doi.org/10.1021/jf402253a.

26. Chadwick M, Trewin H, Gawthrop F, Wagstaff C. Sesquiterpenoids lactones:
benefits to plants and people. Int J Mol Sci. 2013;14:12780–805. https://doi.
org/10.3390/ijms140612780.

27. Ramos PAB, Guerra ÂR, Guerreiro O, Santos SAO, Oliveira H, Freire CSR, et al.
Antiproliferative effects of Cynara cardunculus L. Var. altilis (DC) lipophilic
extracts. Int J Mol Sci. 2017;18. https://doi.org/10.3390/ijms18010063.

28. Menin B, Comino C, Portis E, Moglia A, Cankar K, Bouwmeester HJ, et al.
Genetic mapping and characterization of the globe artichoke
(+)-germacrene a synthase gene, encoding the first dedicated enzyme for
biosynthesis of the bitter sesquiterpene lactone cynaropicrin. Plant Sci. 2012;
190:1–8. https://doi.org/10.1016/j.plantsci.2012.03.006.

29. Acquadro A, Barchi L, Portis E, Mangino G, Valentino D, Mauromicale G,
et al. Genome reconstruction in Cynara cardunculus taxa gains access to
chromosome-scale DNA variation. Sci Rep. 2017;7:1–15. https://doi.org/10.
1038/s41598-017-05085-7.

30. Scaglione D, Reyes-Chin-Wo S, Acquadro A, Froenicke L, Portis E, Beitel C, et al.
The genome sequence of the outbreeding globe artichoke constructed de
novo incorporating a phase-aware low-pass sequencing strategy of F1
progeny. Sci Rep. 2016;6:1–16. https://doi.org/10.1038/srep19427.

31. Scaglione D, Lanteri S, Acquadro A, Lai Z, Knapp SJ, Rieseberg L, et al.
Large-scale transcriptome characterization and mass discovery of SNPs in
globe artichoke and its related taxa. Plant Biotechnol J. 2012;10:956–69.

32. Wink M. Evolution of secondary metabolites from an ecological and
molecular phylogenetic perspective. Phytochemistry. 2003;64:3–19. https://
doi.org/10.1016/S0031-9422(03)00300-5.

33. Benedito VA, Torres-Jerez I, Murray JD, Andriankaja A, Allen S, Kakar K, et al.
A gene expression atlas of the model legume Medicago truncatula. Plant J.
2008;55:504–13. https://doi.org/10.1111/j.1365-313X.2008.03519.x.

34. Klepikova AV, Logacheva MD, Dmitriev SE, Penin AA. RNA-seq analysis of an
apical meristem time series reveals a critical point in Arabidopsis thaliana
flower initiation. BMC Genomics. 2015;16:466. https://doi.org/10.1186/
s12864-015-1688-9.

35. Libault M, Farmer A, Joshi T, Takahashi K, Langley RJ, Franklin LD, et al. An
integrated transcriptome atlas of the crop model Glycine max, and its use in
comparative analyses in plants. Plant J. 2010;63:86–99. https://doi.org/10.
1111/j.1365-313X.2010.04222.x.

36. Singh VK, Garg R, Jain M. A global view of transcriptome dynamics during
flower development in chickpea by deep sequencing. Plant Biotechnol J.
2013;11:691–701.

37. Yuan Z, Fang Y, Zhang T, Fei Z, Han F, Liu C, et al. The pomegranate (Punica
granatum L.) genome provides insights into fruit quality and ovule
developmental biology. Plant Biotechnol J. 2018;16:1–12. https://doi.org/10.
1111/pbi.12875.

38. Ungaro A, Pech N, Martin J-F, McCairns RJS, Mévy J-P, Chappaz R, et al.
Challenges and advances for transcriptome assembly in non-model species.
PLoS One. 2017;12:e0185020. https://doi.org/10.1371/journal.pone.0185020.

Puglia et al. BMC Genomics          (2020) 21:317 Page 15 of 17

https://doi.org/10.1016/j.biombioe.2018.01.001
https://doi.org/10.1016/j.biombioe.2018.01.001
https://doi.org/10.1016/j.fcr.2006.11.006
https://doi.org/10.1016/j.biombioe.2011.04.047
https://doi.org/10.1016/j.biombioe.2011.04.047
https://doi.org/10.1002/cbdv.201900498
https://doi.org/10.1016/j.foodchem.2018.06.081
https://doi.org/10.3390/nu8100611
https://doi.org/10.3390/nu8100611
https://doi.org/10.1016/j.foodchem.2010.11.001
https://doi.org/10.1016/j.foodchem.2010.11.001
https://doi.org/10.1016/j.indcrop.2014.07.042
https://doi.org/10.1016/j.tifs.2019.02.015
https://doi.org/10.1016/J.JFF.2009.01.002
https://doi.org/10.1021/jf049625x
https://doi.org/10.1016/J.JFF.2013.09.001
https://doi.org/10.1093/aob/mcl080
https://doi.org/10.1093/aob/mcl080
https://doi.org/10.1016/S1360-1385(96)80312-8
https://doi.org/10.1016/S1360-1385(96)80312-8
https://doi.org/10.1007/s11095-010-0089-7
https://doi.org/10.1002/jcp.24029
https://doi.org/10.1186/1471-2229-9-30
https://doi.org/10.1186/1471-2229-9-30
https://doi.org/10.1007/s00299-009-0695-1
https://doi.org/10.1007/s00299-009-0695-1
https://doi.org/10.1104/pp.109.150144
https://doi.org/10.3389/fpls.2018.00941
https://doi.org/10.1007/s10535-014-0424-7
https://doi.org/10.1007/s10535-014-0424-7
https://doi.org/10.1016/0305-1978(85)90050-X
https://doi.org/10.1016/0305-1978(86)90101-8
https://doi.org/10.1016/0305-1978(86)90101-8
https://doi.org/10.1007/s11101-019-09604-4
https://doi.org/10.1007/s11101-019-09604-4
https://doi.org/10.1021/jf402253a
https://doi.org/10.1021/jf402253a
https://doi.org/10.3390/ijms140612780
https://doi.org/10.3390/ijms140612780
https://doi.org/10.3390/ijms18010063
https://doi.org/10.1016/j.plantsci.2012.03.006
https://doi.org/10.1038/s41598-017-05085-7
https://doi.org/10.1038/s41598-017-05085-7
https://doi.org/10.1038/srep19427
https://doi.org/10.1016/S0031-9422(03)00300-5
https://doi.org/10.1016/S0031-9422(03)00300-5
https://doi.org/10.1111/j.1365-313X.2008.03519.x
https://doi.org/10.1186/s12864-015-1688-9
https://doi.org/10.1186/s12864-015-1688-9
https://doi.org/10.1111/j.1365-313X.2010.04222.x
https://doi.org/10.1111/j.1365-313X.2010.04222.x
https://doi.org/10.1111/pbi.12875
https://doi.org/10.1111/pbi.12875
https://doi.org/10.1371/journal.pone.0185020


39. Wilhelmsson PKI, Chandler JO, Fernandez-Pozo N, Graeber K, Ullrich KK,
Arshad W, et al. Usability of reference-free transcriptome assemblies for
detection of differential expression: a case study on Aethionema arabicum
dimorphic seeds. BMC Genomics. 2019;20:95. https://doi.org/10.1186/
s12864-019-5452-4.

40. Cahais V, Gayral P, Tsagkogeorga G, Melo-Ferreira J, Ballenghien M, Weinert
L, et al. Reference-free transcriptome assembly in non-model animals from
next-generation sequencing data. Mol Ecol Resour. 2012;12:834–45. https://
doi.org/10.1111/j.1755-0998.2012.03148.x.

41. Conesa A, Madrigal P, Tarazona S, Gomez-Cabrero D, Cervera A, McPherson
A, et al. A survey of best practices for RNA-seq data analysis. Genome Biol.
2016;17:13. https://doi.org/10.1186/s13059-016-0881-8.

42. Cheng B, Furtado A, Henry RJ. Long-read sequencing of the coffee bean
transcriptome reveals the diversity of full-length transcripts. Gigascience.
2017;6:1–13. https://doi.org/10.1093/gigascience/gix086.

43. Wang B, Tseng E, Regulski M, Clark TA, Hon T, Jiao Y, et al. Unveiling the
complexity of the maize transcriptome by single-molecule long-read
sequencing. Nat Commun. 2016;7:1–13. https://doi.org/10.1038/
ncomms11708.

44. Giolai M, Paajanen P, Verweij W, Witek K, Jones JDG, Clark MD. Comparative
analysis of targeted long read sequencing approaches for characterization
of a plant’s immune receptor repertoire. BMC Genomics. 2017;18:1–15.

45. Lu H, Giordano F, Ning Z. Oxford Nanopore MinION sequencing and
genome assembly. Genomics, Proteomics Bioinforma. 2016;14:265–79.
https://doi.org/10.1016/j.gpb.2016.05.004.

46. Loman NJ, Quick J, Simpson JT. A complete bacterial genome assembled
de novo using only nanopore sequencing data. Nat Methods. 2015;12:733–
5. https://doi.org/10.1038/nmeth.3444.

47. Weirather JL, Afshar PT, Clark TA, Tseng E, Powers LS, Underwood JG, et al.
Characterization of fusion genes and the significantly expressed fusion
isoforms in breast cancer by hybrid sequencing. Nucleic Acids Res. 2015;43:
e116. https://doi.org/10.1093/nar/gkv562.

48. Fu S, Ma Y, Yao H, Xu Z, Chen S, Song J, et al. IDP-denovo: De novo
transcriptome assembly and isoform annotation by hybrid sequencing.
Bioinformatics. 2018;34:2168–76. https://doi.org/10.1093/bioinformatics/bty098.

49. Bushmanova E, Antipov D, Lapidus A, Prjibelski AD. RnaSPAdes: a de novo
transcriptome assembler and its application to RNA-Seq data. Gigascience.
2019;8. https://doi.org/10.1093/gigascience/giz100.

50. Prjibelski AD, Vasilinetc I, Bankevich A, Gurevich A, Krivosheeva T, Nurk S,
et al. ExSPAnder: a universal repeat resolver for DNA fragment assembly.
Bioinformatics. 2014;30:293–301.

51. Chen Z, Rao P, Yang X, Su X, Zhao T, Gao K, et al. A global view of
Transcriptome dynamics during male floral bud development in Populus
tomentosa. Sci Rep. 2018;8:722. https://doi.org/10.1038/s41598-017-18084-5.

52. Ito S, Song YH, Josephson-Day AR, Miller RJ, Breton G, Olmstead RG, et al.
FLOWERING BHLH transcriptional activators control expression of the
photoperiodic flowering regulator CONSTANS in Arabidopsis. Proc Natl Acad
Sci. 2012;109:3582–7. https://doi.org/10.1073/pnas.1118876109.

53. Yin J, Chang X, Kasuga T, Bui M, Reid MS, Jiang C-Z. A basic helix-loop-helix
transcription factor, PhFBH4, regulates flower senescence by modulating
ethylene biosynthesis pathway in petunia. Hortic Res. 2015;2:15059. https://
doi.org/10.1038/hortres.2015.59.

54. Samad AFA, Sajad M, Nazaruddin N, Fauzi IA, Murad AMA, Zainal Z, et al.
MicroRNA and transcription factor: key players in plant regulatory network.
Front Plant Sci. 2017;8:565. https://doi.org/10.3389/fpls.2017.00565.

55. Smita S, Katiyar A, Chinnusamy V, Pandey DM, Bansal KC. Transcriptional
regulatory network analysis of MYB transcription factor family genes in Rice.
Front Plant Sci. 2015;6:1157. https://doi.org/10.3389/fpls.2015.01157.

56. Tamagnone L, Merida A, Parr A, Mackay S, Culianez-Macia FA, Roberts K, et
al. The AmMYB308 and AmMYB330 transcription factors from Antirrhinum
regulate Phenylpropanoid and lignin biosynthesis in transgenic tobacco.
Plant Cell. 1998;10:135. https://doi.org/10.1105/tpc.10.2.135.

57. Preston J, Wheeler J, Heazlewood J, Song FL, Parish RW. AtMYB32 is
required for normal pollen development in Arabidopsis thaliana. Plant J.
2004;40:979–95. https://doi.org/10.1111/j.1365-313X.2004.02280.x.

58. Christianson JA, Dennis ES, Llewellyn DJ, Wilson IW. ATAF NAC transcription
factors: regulators of plant stress signaling. Plant Signal Behav. 2010;5:428–
32. https://doi.org/10.4161/psb.5.4.10847.

59. Olsen AN, Ernst HA, Lo LL, Skriver K. NAC transcription factors: structurally
distinct, functionally diverse. Trends Plant Sci. 2005;10:79–87. https://doi.org/
10.1016/j.tplants.2004.12.010.

60. Smaczniak C, Immink RGH, Angenent GC, Kaufmann K. Developmental and
evolutionary diversity of plant MADS-domain factors: insights from recent
studies. Development. 2012;139:3081–98. https://doi.org/10.1242/dev.
074674.

61. Thomson B, Zheng B, Wellmer F. Floral organogenesis: when knowing your
ABCs is not enough. Plant Physiol. 2017;173:56–64. https://doi.org/10.1104/
pp.16.01288.

62. Laitinen RAE, Immanen J, Auvinen P, Rudd S, Alatalo E, Paulin L, et al.
Analysis of the floral transcriptome uncovers new regulators of organ
determination and gene families related to flower organ differentiation in
Gerbera hybrida (Asteraceae). Genome Res. 2005;15:475–86. https://doi.org/
10.1101/gr.3043705.

63. Sharma R, Agarwal P, Ray S, Deveshwar P, Sharma P, Sharma N, et al.
Expression dynamics of metabolic and regulatory components across stages
of panicle and seed development in indica rice. Funct Integr Genomics.
2012;12:229–48. https://doi.org/10.1007/s10142-012-0274-3.

64. Du F, Fan J, Wang T, Wu Y, Grierson D, Gao Z, et al. Identification of
differentially expressed genes in flower, leaf and bulb scale of Lilium oriental
hybrid “Sorbonne” and putative control network for scent genes. BMC
Genomics. 2017;18:899. https://doi.org/10.1186/s12864-017-4303-4.

65. Wang G, Yang B, Wu J, Luo P, Anwar M, Allan AC, et al. Identification of
Genes Involved in Flavonoid Biosynthesis of Chinese Narcissus (Narcissus
tazetta L. var. chinensis). Plant Mol Biol Report. 2018;36:812. https://doi.org/
10.1007/s11105-018-1119-6.

66. Ramirez AM, Saillard N, Yang T, Franssen MCR, Bouwmeester HJ, Jongsma
MA. Biosynthesis of Sesquiterpene lactones in pyrethrum (Tanacetum
cinerariifolium). PLoS One. 2013;8:e65030. https://doi.org/10.1371/journal.
pone.0065030.

67. Archontoulis SV, Struik PC, Vos J, Danalatos NG. Phenological growth stages
of Cynara cardunculus: codification and description according to the BBCH
scale. Ann Appl Biol. 2010;156:253–70. https://doi.org/10.1111/j.1744-7348.
2009.00384.x.

68. Zhong S, Joung JG, Zheng Y, Chen YR, Liu B, Shao Y, et al. High-throughput
illumina strand-specific RNA sequencing library preparation. Cold Spring
Harb Protoc. 2011;6:940–9.

69. Picelli S, Björklund ÅK, Faridani OR, Sagasser S, Winberg G, Sandberg R.
Smart-seq2 for sensitive full-length transcriptome profiling in single cells.
Nat Methods. 2013;10:1096–100. https://doi.org/10.1038/nmeth.2639.

70. Picelli S, Faridani OR, Björklund ÅK, Winberg G, Sagasser S, Sandberg R. Full-
length RNA-seq from single cells using smart-seq2. Nat Protoc. 2014;9:171–81.

71. Dobin A, Davis CA, Schlesinger F, Drenkow J, Zaleski C, Jha S, et al. STAR:
Ultrafast universal RNA-seq aligner. Bioinformatics. 2013;29:15–2. https://doi.
org/10.1093/bioinformatics/bts635.

72. Li H. Minimap and miniasm: fast mapping and de novo assembly for noisy
long sequences. Bioinformatics. 2016;32:2103–10. https://doi.org/10.1093/
bioinformatics/btw152.

73. Andrews S. FastQC A Quality Control tool for High Throughput Sequence
Data. 2010. Http://Www.Bioinformatics.Babraham.Ac.Uk/Projects/Fastqc/.
citeulike-article-id:11583827%0Ahttp://www.bioinformatics.babraham.ac.uk/
projects/fastqc/.

74. Martin M. Embnet.news : European Molecular Biology Network newsletter.
EMBnet, Administration Office; 2011. http://journal.embnet.org/index.php/
embnetjournal/article/view/200/479. Accessed 30 Apr 2019.

75. Bolger AM, Lohse M, Usadel B. Trimmomatic: a flexible trimmer for Illumina
sequence data. Bioinformatics. 2014;30:2114–20. https://doi.org/10.1093/
bioinformatics/btu170.

76. Bankevich A, Nurk S, Antipov D, Gurevich AA, Dvorkin M, Kulikov AS, et al.
SPAdes: a new genome assembly algorithm and its applications to single-
cell sequencing. J Comput Biol. 2012;19:455–77. https://doi.org/10.1089/
cmb.2012.0021.

77. Antipov D, Korobeynikov A, McLean JS, Pevzner PA. HybridSPAdes: an
algorithm for hybrid assembly of short and long reads. Bioinformatics. 2016;
32:1009–15. https://doi.org/10.1093/bioinformatics/btv688.

78. Prjibelski AD, Puglia GD, Antipov D, Bushmanova E, Giordano D, Mikheenko
A, et al. Extending rnaSPAdes functionality for hybrid transcriptome
assembly. bioRxiv. 2020;24:918482. https://doi.org/10.1101/2020.01.24.
918482.

79. Li H. Aligning sequence reads, clone sequences and assembly contigs with
BWA-MEM. 2013. http://arxiv.org/abs/1303.3997.

80. Bushmanova E, Antipov D, Lapidus A, Suvorov V, Prjibelski AD. RnaQUAST: a
quality assessment tool for de novo transcriptome assemblies.

Puglia et al. BMC Genomics          (2020) 21:317 Page 16 of 17

https://doi.org/10.1186/s12864-019-5452-4
https://doi.org/10.1186/s12864-019-5452-4
https://doi.org/10.1111/j.1755-0998.2012.03148.x
https://doi.org/10.1111/j.1755-0998.2012.03148.x
https://doi.org/10.1186/s13059-016-0881-8
https://doi.org/10.1093/gigascience/gix086
https://doi.org/10.1038/ncomms11708
https://doi.org/10.1038/ncomms11708
https://doi.org/10.1016/j.gpb.2016.05.004
https://doi.org/10.1038/nmeth.3444
https://doi.org/10.1093/nar/gkv562
https://doi.org/10.1093/bioinformatics/bty098
https://doi.org/10.1093/gigascience/giz100
https://doi.org/10.1038/s41598-017-18084-5
https://doi.org/10.1073/pnas.1118876109
https://doi.org/10.1038/hortres.2015.59
https://doi.org/10.1038/hortres.2015.59
https://doi.org/10.3389/fpls.2017.00565
https://doi.org/10.3389/fpls.2015.01157
https://doi.org/10.1105/tpc.10.2.135
https://doi.org/10.1111/j.1365-313X.2004.02280.x
https://doi.org/10.4161/psb.5.4.10847
https://doi.org/10.1016/j.tplants.2004.12.010
https://doi.org/10.1016/j.tplants.2004.12.010
https://doi.org/10.1242/dev.074674
https://doi.org/10.1242/dev.074674
https://doi.org/10.1104/pp.16.01288
https://doi.org/10.1104/pp.16.01288
https://doi.org/10.1101/gr.3043705
https://doi.org/10.1101/gr.3043705
https://doi.org/10.1007/s10142-012-0274-3
https://doi.org/10.1186/s12864-017-4303-4
https://doi.org/10.1007/s11105-018-1119-6
https://doi.org/10.1007/s11105-018-1119-6
https://doi.org/10.1371/journal.pone.0065030
https://doi.org/10.1371/journal.pone.0065030
https://doi.org/10.1111/j.1744-7348.2009.00384.x
https://doi.org/10.1111/j.1744-7348.2009.00384.x
https://doi.org/10.1038/nmeth.2639
https://doi.org/10.1093/bioinformatics/bts635
https://doi.org/10.1093/bioinformatics/bts635
https://doi.org/10.1093/bioinformatics/btw152
https://doi.org/10.1093/bioinformatics/btw152
http://www.bioinformatics.babraham.ac.uk/Projects/Fastqc/
http://journal.embnet.org/index.php/embnetjournal/article/view/200/479
http://journal.embnet.org/index.php/embnetjournal/article/view/200/479
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1093/bioinformatics/btu170
https://doi.org/10.1089/cmb.2012.0021
https://doi.org/10.1089/cmb.2012.0021
https://doi.org/10.1093/bioinformatics/btv688
https://doi.org/10.1101/2020.01.24.918482
https://doi.org/10.1101/2020.01.24.918482
http://arxiv.org/abs/1303.3997


Bioinformatics. 2016;32:2210–2. https://doi.org/10.1093/bioinformatics/
btw218.

81. Simão FA, Waterhouse RM, Ioannidis P, Kriventseva EV, Zdobnov EM.
BUSCO: assessing genome assembly and annotation completeness with
single-copy orthologs. Bioinformatics. 2015;31:3210–2. https://doi.org/10.
1093/bioinformatics/btv351.

82. Smith-Unna R, Boursnell C, Patro R, Hibberd JM, Kelly S. TransRate:
reference-free quality assessment of de novo transcriptome assemblies.
Genome Res. 2016;26:1134–44. https://doi.org/10.1101/gr.196469.115.

83. Haas BJ, Delcher AL, Mount SM, Wortman JR, Smith RK, Hannick LI, et al.
Improving the Arabidopsis genome annotation using maximal transcript
alignment assemblies. Nucleic Acids Res. 2003;31:5654–66.

84. Götz S, García-Gómez JM, Terol J, Williams TD, Nagaraj SH, Nueda MJ, et al.
High-throughput functional annotation and data mining with the Blast2GO
suite. Nucleic Acids Res. 2008;36:3420–35. https://doi.org/10.1093/nar/
gkn176.

85. Ye J, Zhang Y, Cui H, Liu J, Wu Y, Cheng Y, et al. WEGO 2.0: a web tool for
analyzing and plotting GO annotations, 2018 update. Nucleic Acids Res.
2018;46:W71–5. https://doi.org/10.1093/nar/gky400.

86. Tian T, Liu Y, Yan H, You Q, Yi X, Du Z, et al. AgriGO v2.0: a GO analysis
toolkit for the agricultural community, 2017 update. Nucleic Acids Res. 2017;
45:W122–9. https://doi.org/10.1093/nar/gkx382.

87. Kim D, Langmead B, Salzberg SL. HISAT: a fast spliced aligner with low
memory requirements. Nat Methods. 2015;12:357–60. https://doi.org/10.
1038/nmeth.3317.

88. Anders S, Pyl PT, Huber W. HTSeq-A Python framework to work with high-
throughput sequencing data. Bioinformatics. 2015;31:166–9. https://doi.org/
10.1093/bioinformatics/btu638.

89. McCarthy DJ, Chen Y, Smyth GK. Differential expression analysis of
multifactor RNA-Seq experiments with respect to biological variation.
Nucleic Acids Res. 2012;40:4288–97. https://doi.org/10.1093/nar/gks042.

90. Jin J, Tian F, Yang DC, Meng YQ, Kong L, Luo J, et al. PlantTFDB 4.0: toward
a central hub for transcription factors and regulatory interactions in plants.
Nucleic Acids Res. 2017;45:D1040–5. https://doi.org/10.1093/nar/gkw982.

91. Untergasser A, Cutcutache I, Koressaar T, Ye J, Faircloth BC, Remm M, et al.
Primer3-new capabilities and interfaces. Nucleic Acids Res. 2012;40:e115.
https://doi.org/10.1093/nar/gks596.

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

Puglia et al. BMC Genomics          (2020) 21:317 Page 17 of 17

https://doi.org/10.1093/bioinformatics/btw218
https://doi.org/10.1093/bioinformatics/btw218
https://doi.org/10.1093/bioinformatics/btv351
https://doi.org/10.1093/bioinformatics/btv351
https://doi.org/10.1101/gr.196469.115
https://doi.org/10.1093/nar/gkn176
https://doi.org/10.1093/nar/gkn176
https://doi.org/10.1093/nar/gky400
https://doi.org/10.1093/nar/gkx382
https://doi.org/10.1038/nmeth.3317
https://doi.org/10.1038/nmeth.3317
https://doi.org/10.1093/bioinformatics/btu638
https://doi.org/10.1093/bioinformatics/btu638
https://doi.org/10.1093/nar/gks042
https://doi.org/10.1093/nar/gkw982
https://doi.org/10.1093/nar/gks596

	Abstract
	Background
	Results
	Conclusions

	Background
	Results
	RNA sequencing
	Hybrid RNA de novo assembly
	PASA alignment and annotation
	In silico functional annotation
	Differential expression analysis
	Phenylpropanoids and flavonoids biosynthetic pathways
	Sesquiterpene lactones biosynthetic pathway

	Discussion
	Transcriptome analysis through RNA hybrid sequencing
	Annotation of capitulum development transcriptome
	Transcriptional dynamics of identified C. cardunculus secondary metabolites

	Conclusion
	Methods
	Plant material and RNA extraction
	Short read sequencing
	Long read sequencing
	Data analysis
	Quality control

	SR-seq reads analysis
	Hybrid-seq assembly
	Quality assessment of de novo assembly
	Transcriptome annotation
	Differential expression analysis
	Quantitative PCR analysis

	Supplementary information
	Abbreviations
	Acknowledgements
	Authors’ contributions
	Funding
	Availability of data and materials
	Ethics approval and consent to participate
	Consent for publication
	Competing interests
	Author details
	References
	Publisher’s Note

