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Abstract: The two-component system (TCS), consisting of histidine kinases (HKs), histidine phospho-
transfer proteins (HPs) and response regulators (RRs) in eukaryotes, plays pivotal roles in regulating
plant growth, development, and responses to environment stimuli. However, the TCS genes were
poorly characterized in rapeseed, which is an important tetraploid crop in Brassicaceae. In this work,
a total of 182 BnaTCS genes were identified, including 43 HKs, 16 HPs, and 123 RRs, which was more
than that in other crops due to segmental duplications during the process of polyploidization. It
was significantly different in genetic diversity between the three subfamilies, and some members
showed substantial genetic differentiation among the three rapeseed ecotypes. Several hormone- and
stress-responsive cis-elements were identified in the putative promoter regions of BnaTCS genes.
Furthermore, the expression of BnaTCS genes under abiotic stresses, exogenous phytohormone, and
biotic stresses was analyzed, and numerous candidate stress-responsive genes were screened out.
Meanwhile, using a natural population with 505 B. napus accessions, we explored the genetic effects
of BnaTCS genes on salt tolerance by association mapping analysis and detected some significant
association SNPs/genes. The result will help to further understand the functions of TCS genes in the
developmental and stress tolerance improvement in B. napus.

Keywords: rapeseed; two-component system; phylogeny; genetic diversity; expression

1. Introduction

In both prokaryotes and eukaryotes, protein phosphorylation is the key mechanism
regulating signal transduction pathways, which is crucial in adverse environmental stimu-
lus responses. By inducing a conformational change in the regulatory domain that results in
the activation of an associated domain, phosphorylation may affect the stimulus response.
Many signal transduction pathways employ a so-called “two-component system (TCS)”
via phosphorylation between histidine (His) and aspartic acid (Asp) residues [1,2]. TCS
was originally identified in Escherichia coli [3], and since then has been widely reported in
prokaryotes [4]. In bacteria, the TCS is composed of a membrane-associated histidine pro-
tein kinase (HK) and a cytoplasmic response regulator (RR), following simple His-to-Asp
auto-phosphorelay [1]. In response to changes in environmental conditions, HK proteins
primarily sense stress signals and autophosphorylate the His residue in the HK domain. Af-
terward, the phosphate group is transferred to a conserved Asp residue within the receiver
(Rec) domain of RR proteins. Many RRs are transcription factors and those with phosphory-
lation can convert external stimuli into internal signals by mediating downstream signaling.
In eukaryotes, the TCS has evolved a more complex multi-step phosphorylation system
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that employs a hybrid HK with both histidine kinase and receiver domains, a histidine-
containing phosphotransfer protein (HP), and an RR. The corresponding signaling system
transfers phosphates in the sequence “His-Asp-His-Asp” [2]. The HP protein acts as a
linker between HK and RR [5]. It is responsible for phosphate transfer between the hybrid
HK and RR and enables the four-step phosphotransfer to take place. The multi-step TCS
in eukaryotes provides multiple regulatory checkpoints for signal cross-talk and a greater
number of potential steps for regulation, which contribute to improving the complexity
and accuracy of the regulation [4].

Based on the sequence signature, functional characteristics, and prevalence among
species in evolution, TCS genes could be broadly classified into several subgroups in
plants. HKs are comprised of three subfamilies (cytokinin receptor, ethylene receptor,
and phytochrome) and three additional ungrouped genes (AHK1-like, CKI1-like, and
CKI2/AHK5-like). Several conserved residues in the transmitter domain, including the
autophosphorylation site (a His residue), are crucial for HK activity [4]. Therefore, the phy-
tochromes and three ethylene receptors (ETR2-, ERS2-, and EIN4-like genes) are referred
to as divergent HKs due to the lack of these motifs. In addition, the cytokinin receptors
involve a conserved cyclase/histidine kinase-associated sensory extracellular (CHASE)
domain, which is the putative binding site for cytokinin molecules [6], ethylene receptors
share an ethylene binding domain [7], and phytochromes contain photosensory core do-
mains (PAS-GAF-PHY) at the N-terminal [8]. HPs contain both HP and pseudo-HP. A
highly conserved XHQXKGSSXS motif in HPs is necessary for the transfer of the phosphate
group from the Rec domain of HKs to the Rec domain of RRs [5]. However, the His residue
is missing in AHP6/PHP1-like genes, resulting in them being called pseudo-His-containing
phosphotransfer proteins (pseudo-HP). RRs involve four subgroups (type-A, type-B, type-
C, and pseudo-RRs), and all contain a phospho-accepting Rec domain [4]. Type-A RRs
are cytokinin response proteins with short N- and C-terminal extensions [9]. Type-B RRs
are transcription factors that contain long C-terminal extensions with a Myb-like DNA
binding domain [10]. Type-C RRs have domain structures similar to type-A RRs but lack
long C-terminal extensions. Another divergent class of RRs misses a D residue, which is
necessary for phosphorylation, so they are known as pseudo-RRs (PRRs). To date, TCS
genes have been whole-genome identified in many plants, including Arabidopsis [2,5,11],
rice [12], soybean [13], maize [14], Chinese cabbage [15], wheat [16], sorghum [17], sweet
potato [18], and cucumber [19]. Most TCS members are conservative except for a few
species missing the type-C RR genes.

The TCS-mediated signaling pathway plays a significant role in regulating plant
growth and development [11]. It has been extensively studied that TCS is related to
cytokinin (CK) signaling transduction which participates in numerous aspects of plant
lifecycle [6,20–24]. Analysis of loss-of-function mutants has revealed that three cytokinin
receptors (AHK2, AHK3, and AHK4), four AHPs (AHP1, AHP2, AHP3, and AHP5), and
type-B ARRs act as positive regulators in cytokinin signal transduction [2]. In the Ara-
bidopsis triple mutant hk2 hk3 hk4 and rice double mutant hk5 hk6, they exhibited reduced
sensitivity to exogenous cytokinin, and the development of root, shoot, leaf, and inflores-
cence meristem was markedly inhibited [22,24]. Similarly, the Arabidopsis triple mutant arr1
arr10 arr12 formed narrower inflorescence stems and shorter siliques, and the expression of
most cytokinin-responsive genes was regulated in the mutant [25]. These reports indicate
that TCS such as HKs and RRs regulate plant growth and development by mediating
cytokinin signaling. TCS is also demonstrated to be closely implicated in response to biotic
and abiotic stresses [26–35]. Arabidopsis HK1 (AtHK1) was known to be a positive regulator
of osmotic stress responses and abscisic acid (ABA) signaling. The germination rates of
athk1 mutants were higher in the presence of ABA, indicating that ahk1 mutants were
ABA-insensitive. Moreover, under drought/salt stress, fewer ahk1 plants survived than
wild-type plants, suggesting the drought/salinity sensitivity of the ahk1 mutant [26]. In
contrast, three cytokinin receptor HKs (AtHK2-4) were recognized as negative regulators
in ABA, salt, and drought signaling pathways based on the phenotypic analysis of the
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single, double, and triple mutants [26,27]. AtHK2 and AtHK3 also play a role in cold stress
response [28]. In addition, AtHK5 regulates both salt stress tolerance and resistance to
pathogens. The loss of AtHK5 function increases susceptibility to the biotrophic bacterium
PstDC3000 and the necrotrophic fungus B. cinerea [29]. Most AtHPs have been proved to be
redundant positive regulators of cytokinin signaling [30,31], and they (AtHP2-5) negatively
regulate drought stress response which is similar to cytokinin receptors [32,33]. Moreover,
AtHP2, AtHP3, and AtHP5 are redundantly involved in mediating the cold signaling as
the regulated downstream of AtHK2 and AtHK3 [30]. Three type-B RRs, AtRR1, AtRR10,
and AtRR12, negatively regulate plant responses to drought [34]. Three pseudo-response
regulators, AtPRR5, AtPRR7, and AtPRR9, are negative regulators of drought, salinity, and
cold [35]. Similarly, TCS genes have also been demonstrated to regulate environmental
stresses in several other plants such as rice and cotton [36–39].

Rapeseed (Brassica napus) is one of the most important oilseed crops in Brassicaceae
and is also utilized as a source of protein feed and industrial raw materials. It is an
allotetraploid crop with two diploid parents, Brassica rapa and Brassica oleracea, both of
which have undergone a whole-genome triplication (WGT) event, and thus, rapeseed serves
as an ideal polyploid model for studying gene family expansion as well as gene sequence
and function divergence. The complex genome indicates that rapeseed may have evolved a
more complex TCS system. However, TCS genes have not been systematically investigated
in rapeseed. In this study, genome-wide identification and characterization of TCS genes in
rapeseed were conducted, including sequence signature, gene structure, functional domain,
classification, and phylogenetic relationship analysis. We further performed an analysis
of TCS gene expression profiles in various organs and investigated the response patterns
to adverse environmental stresses. Several organ-specific expression genes and numerous
candidate stress-responsive genes were screened out. In addition, genetic polymorphism
analysis and family-based association analysis with salt tolerance coefficient of BnaTCS
genes were conducted based on population sequencing data. Our study provides insight
into TCS in a polyploid plant on a genome-wide scale for the first time and provides
a foundation for further elucidating the roles of TCS genes in plant growth and stress
regulatory networks.

2. Results
2.1. Identification of Two-Component System Genes in Brassica napus and Its Two Diploid
Progenitors

A total of 532 putative BnaTCS genes were identified based on blastp [40] searching
using TCS protein sequences from five plant species (Arabidopsis, Chinese cabbage, soybean,
sorghum, and rice) as queries. Subsequently, these putative sequences were filtered using
the hmmsearch program of HMMER 3.0 [41], and further confirmed by checking the
presence of the conserved structural characteristics and specific domains of TCS elements
using different domain databases including Pfam [42], CDD [43] and SMART [44]. After the
removal of all the partial and redundant sequences, 43 HK, 16 HP, and 123 RR genes were
identified in B. napus (Table S1). To determine the evolutionary origin of BnaTCS genes in
a follow-up analysis, we also identified TCS genes in its two diploid progenitors. Finally,
22 HK, 8 HP, and 65 RR genes were identified in Brassica oleracea (Table S2), and 21 HK,
8 HP, and 59 RR genes were identified in Brassica rapa (Table S3), which were three more
than identified in a previous study [15] because of the advancement of genome assembly
(Table S4). TCS proteins identified in the three Brassica species were named based on the
homologous genes in Arabidopsis. Letters were added in order at the end of the name when
more than one TCS gene corresponded to one Arabidopsis TCS gene.

2.1.1. Histidine Kinase Proteins in Rapeseed

In total, 43 HKs (BnaHKs/BnaHKLs) were found in Brassica napus, which could be
categorized into 6 subgroups: 12 ethylene receptors, 11 phytochrome photoreceptors,
8 cytokinin receptors, 2 AHK1-like, 4 CKI1-like and 6 CKI2/AHK5-like genes (Figure 1,
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Table S1). Among these proteins, 24 BnaHKs possessed a typical conserved HK domain
that contained five signature motifs, namely H, N, G1, F, and G2 (Figure S1A). The key
feature is the conserved His in the H motif, and the other four define the nucleotide-
binding cleft [5]. Correspondingly, the remaining 19, consisting of 8 ethylene receptors
(4 BnaERS2s, 2 BnaETR2s, and 2 BnaEIN4s) and 11 phytochrome photoreceptors, were
identified as histidine protein kinase-like genes (HKLs) as their His-kinase transmitter (HK)
domain was divergent. Domain analysis confirmed that almost all BnaHK(L)s (except for
BnaPHYCa and BnaPHYCb) contained a HisKa domain but most BnaHKLs missed the
conserved His phosphorylation site through multiple-sequence alignment. Meanwhile, the
other four incomplete or missing motifs suggested a loss of function of histidyl-aspartyl
phosphorelays.
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Figure 1. Phylogenetic relationships, gene structure, and protein domains of HK(L)s of B. napus and
Arabidopsis. HK(L)s in Arabidopsis are marked with solid circles in front of the gene name and different
subgroups of HK(L)s are highlighted with different colors and labeled alongside. In gene structure,
the UTRs and CDS are indicated by green and yellow boxes, respectively. In protein domains
annotated and displayed by SMART, different colors and shapes represent different domains.

In rapeseed, there were at least two copies (except PHYD) of HK(L)s and they con-
tained the same domains as homologs of A. thaliana. The cytokinin receptor family was com-
posed of 8 histidine kinases: 4 BnaHK2s, 2 BnaHK3s, and 2 BnaHK4s. They all comprised
2–3 trans-membrane (TM) domains surrounding cyclases/histidine kinases associated sens-
ing extracellular (CHASE) domain followed by HisKa domain, HATPase_c, and a response
regulator Rec domain (Figure 1). Of these, the CHASE and TM domains were demonstrated
to be specific for membrane-associated cytokinin recognition and binding [4]. The subcellu-
lar localization prediction showed that all eight proteins mainly localized in the plasma
membrane (PM), indicating that TM domains were functional in BnaHKs. AHK1-like,
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CKI1-like, and CKI2-like proteins had domain structures similar to cytokinin receptors, but
lacked the CHASE domain. AHK1 and CKI1 homologs were also located in PM. However,
CKI2 homologs were predicted to be mainly located in the nucleus and cytoplasmic due
to the lack of the TM domain. The ethylene receptor family of rapeseed was involved in
two subfamilies with four HK genes (two BnaERS1 and two BnaETR1) in subfamily 1, and
eight HKL genes (two BnaERS2, four BnaETR2, and two BnaEIN4) in subfamily 2. They all
contain 3–4 TMs, which comprise the ethylene-binding domain, followed by a cyclic GMP
adenylyl cyclase FhlA (GAF), and HK domain. Besides, both BnaETR1s, BnaETR2s, and
BnaEIN4s possessed additional HATPase_c and REC domains at the C-terminal. Similar to
B. rapa, an ERS2-like gene BnaERS2d (BrHKL4 in B. rapa) was presumed to be formed by the
fusion of two genes and contained an additional MATH domain [15]. Evidence showed that
the HK activity might not alter ethylene signal transduction [45], but could trigger the TCS
and promote plant growth in Arabidopsis [46]. Phytochromes are photoreceptors that allow
plants to respond to light stimuli [47]. A total of 11 BnaPHYs, which belonged to 5 PHY
subfamilies, were identified in rapeseed. They all contained PHY (chromophore-binding),
GAF, and PAS (signal sensor) domains, forming a PAS-GAF-PHY tri-domain that acted
on absorbing light and inducing conformational changes [47]. Unlike other HKs, all the
BnaPHYs lacked TM and Rec domains and contained a divergent HK domain. As a result,
these 11 proteins could not be involved in HK phosphorylation and were predicted to be
mainly located in the chloroplast, cytoplasm, and nucleus (Table S1).

2.1.2. Histidine Phosphotransfer Proteins in Rapeseed

HP proteins are the signal mediators in multi-step His-Asp-His-Asp phosphorelay
which transfers the phosphoryl group from HKs to RRs [2]. We identified 16 HP proteins
in rapeseed that could be divided into 2 subgroups: 14 authentic HPs and 2 pseudo-HP
proteins based on the presence of His phosphorylation site (Table S1). All Bna(P)HPs
exhibited high protein sequence similarities to Arabidopsis homologs with an identity
ranging from 88% to 95%, and they only had an Hpt or pseudo-Hpt domain (Figure S2).
Compared to BnaPHP1s, the BnaHPs encoded a conserved motif XHQXKGSSXS with
a His phosphorylation site (Figure S1B). No TM domain was identified in BnaHPs, and
subcellular localization prediction showed that the 16 Bna(P)HP proteins were mainly
located in the chloroplast, mitochondrion, or nucleus.

2.1.3. Response Regulators in Rapeseed

RR is the terminal component of TCS that functions as a signal executor to regulate
the final responses to environmental stimuli. On the basis of the conserved domains,
phylogenetic and functional analyses, the RR family members could be divided into four
subfamilies: type-A RR, type-B RR, type-C RR, and PRR. They all contain a phospho-
accepting receiver (Rec) domain, which has been found with two conserved Asp and lysine
(K) residues in Arabidopsis.

In this study, 123 RRs, including 43 type-A RRs, 38 type-B RRs, 10 type-C RRs, and
32 pseudo-RRs (PRRs), were identified in B. napus (Table S1). They were homologs of 31 A.
thaliana (P)RRs (excluding ARR13 and PRR8). The type-A RRs had relatively short ORF
lengths (less than 300 amino acids) with 4 or 5 exons in the coding region, and showed
more than 72% similarities to their homologs in Arabidopsis. Most type-A BnaRRs were
predicted to be located in the nucleus followed by cytoplasm, whereas six BnaRR5 proteins
showed subcellular localization in peroxisome and two BnaRR15 proteins in Golgi. All
type-A BnaRRs were found to have conserved Rec domain including three invariant amino
acid residues (D-D-K) except for BnaRR4c and BnaRR4d, which lack the central aspartate
site (D) and the C-terminal lysine (K) (Figure S3; Table S1). These three residues were all
important for their phospho-accepting function. For the 38 type-B RRs, 33 proteins had
long C-terminal extension with a Myb-like domain, while the other 5 (BnaRR1f, BnaRR1g,
BnaRR10c, BnaRR12c, and BnaRR23) missed the Myb-like domain, suggesting that they had
lost their function as transcription factors (Figure S4; Table S1). In addition, all type-B RR
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proteins except BnaRR12c and BnaRR1c retained these three conserved residues. Almost
all of the 33 type-B BnaRRs with a complete structure were predicted to be localized in the
nucleus, except that BnaRR11a and BnaRR11b were located in the chloroplast. In rapeseed,
type-C RRs were the rarest members of the RR family. However, they possessed a relatively
large number of copies. For example, ARR24 had six homologous genes, and ARR22 had
four. They possessed only the Rec domain and short N-terminus. Subcellular localization
prediction showed that the type-C RR proteins were mainly located in cytoplasmic. PRRs,
also known as divergent RRs, could be divided into two subgroups: Clock PRR and type-B
PRR. There were 19 Clock PRRs and 13 type-B PRRs in B. napus. They also contained a
Rec domain, but it was atypical because the N-terminal conserved D site was substituted
with several other amino acid residues and the central D site was replaced by glutamate
residue (E), except BnaPRR6s by asparagine (N). In addition, type-B BnaRRs were featured
with a Myb-like domain (except BnaPRR6), and Clock BnaPRRs were featured with a
CCT domain. Almost all BnaPRRs were predicted to localize in the nucleus (Table S1).
Notably, BnaPRR9d contained an additional cation_efflux domain, which belonged to the
zinc transporter (ZAT) and cation diffusion facilitator (CDF) families (Figure S4). Members
of this family are integral membrane proteins and are found to increase tolerance to divalent
metal ions such as cadmium, zinc, and cobalt [48]. Notably, BnaPRR9b had seven predicted
transmembrane domains and was predicted to be located on the plasma membrane. Based
on sequence alignment and gene structure analyses, we proposed that BnaPRR9b was
formed by the fusion of two genes (Figure S5).

2.2. Phylogenetic Analysis

To investigate the phylogenetic relationship of TCS genes between B. napus, Arabidopsis,
and diploid progenitors of rapeseed, a neighbor-joining (NJ) tree was constructed for HK,
HP, and RR subfamily, respectively, by using the protein sequences of the identified TCS
genes. According to the topology of the trees (Figure 2), the orthologs among four genomes
and the paralogs in one species were closely related, and each TCS gene in Arabidopsis had
at least one homologous gene in three Brassica species except PHYD, ARR13, and PRR8,
indicating that HK genes were evolutionarily conserved. TCS genes in rapeseed were all
clustered closely with Arabidopsis TCS genes, implying that they have similar functions
to A. thaliana counterparts. Furthermore, in nearly all subgroups, there was a one-to-one
correspondence between TCS genes from subgenome A of B. napus and B. rapa (BnaA-Bra),
as well as TCS genes from subgenome C of B. napus and B. oleracea (BnaC-Bol). Only
the TOC1 subgroup was asymmetric because there were two TOC1 homologous genes in
B. rapa but only BnaTOC1a was located on subgenome An (A03), probably due to gene loss
during speciation.

HKs were divided into six subgroups (cytokinin receptors, CKI2, CKI1, AHK1, ethy-
lene receptors, and phytochromes), in which the cytokinin receptors, CKI2, CKI1, and
AHK1 were clustered together in one clade while ethylene receptors and phytochromes
were in another two independent clades (Figure 2A). This is consistent with the classifi-
cation by functional domains they contained and as well as with previous studies [11,18].
Phylogenetic analysis of the HP members showed three clades and six divisions, corre-
sponding to six Arabidopsis HP members (Figure 2B). The AHP4 occupied a single clade.
The AHP2, AHP3, and AHP5 subgroups were grouped into the same clade, indicating a
close relationship between these subgroups (Figure 2A). The pseudo-HP proteins adjoined
the AHP1 subgroup and formed another clade with it (Figure 2B). All the 180 RR proteins
from four species were grouped into type-A, type-B, type-C, and PRR (Figure 2C), among
which type-B RRs could be further divided into four subgroups, namely B-1, B-2, B-3, and
B-PRR. All the members of each subgroup were clustered together and formed a clade.
Notably, each subfamily contained representative RR proteins from B. napus, while several
other plants (rice, soybean, maize, tomato, and sweet potato) had no homologs in the type-
B-2 subgroup [18]. This suggests that the type-B-2 subgroup may only exist in Cruciferae.
Type-A and type-C RRs were clustered into different branches and their genetic distance
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was not closely related although they shared a similar structure. Pseudo-RR contained
two subgroups: type-B-PRR proteins and Clock PRR proteins. Type-B-PRR proteins were
clustered in the type-B clade, while Clock PRR proteins had relatively closer phylogenetic
relationships with type-A RR members (Figure 2C).
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2.3. Genomic Distribution, Gene Duplication, and Synteny Analysis

Based on gene position annotation, 182 identified B. napus TCS genes were unevenly
distributed on each chromosome. In detail, HK(L)s and RRs were mapped on all 19
chromosomes, while HPs were only located on 16 chromosomes. Chromosomes A03 and
C03 contained the most members (both with 13 TCS genes), while A08 had only four TCS
genes (Table S1).

Among the plants studied, the most TCS genes were found in B. napus. In order to
explore the evolutionary history and gene family expansion process of B. napus TCS genes,
we traced the orthologous and the paralogous gene pairs between and within four species
(A. thaliana, B. napus and its two diploid progenitors: B. rapa and B. oleracea) (Table 1).
Previous studies have revealed that Brassicaceae genomes underwent three whole-genome
duplications (named γ, β, and α) and another triplication event after speciation from A.
thaliana [49], which may result in triplicated orthologous copies in B. rapa and B. oleracea.
However, in this study, there were 90 orthologous gene pairs between A. thaliana and
B. rapa and 91 between A. thaliana and B. oleracea, which involved 46–77 and 46–80 genes,
respectively (Table S5). These data indicated that most TCS genes in A. thaliana were
inherited as only one or two copies in B. rapa and B. oleracea, suggesting that a substantial
gene loss occurred during the process of polyploidization. Notably, the two BolPHYBs
and BraPHYB were more clustered together with PHYB in the phylogenetic tree, but all
were detected to be syntenic with PHYD. Meanwhile, as the hybrid product, B. napus might
possess a number of TCS genes that are close to the sum of those in B. rapa and B. oleracea.
As a matter of fact, a total of 419 (202 between Bra-BnaA, and 217 between Bol-BnaC)
orthologous gene pairs between rapeseed and its two progenitor species were observed
(Figure 3), involving 174 BnaTCS genes (95.6%), which is consistent and expected and
verified that majority of the BnaTCS genes were inherited from their progenitors.
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Table 1. Gene pairs within A. thaliana, B. rapa, B. oleracea, and B. napus.

Gene Family 1 Gene Pairs Number of Genes Involved
in Gene Pairs Percentages (%)

AHK(L)/BraHK(L) 17 14/17 87.5/81.0
AHK(L)/BolHK(L) 19 14/19 87.5/86.4

BraHK(L)/BnaAHK(L) 29 20/21 95.2/100
BolHK(L)/BnaCHK(L) 34 21/21 95.5/95.5

AHP/BraHP 6 4/6 66.7/75.0
AHP/BolHP 6 4/6 66.7/75.0

BraHP/BnaAHP 15 8/8 100/100
BolHP/BnaCHP 15 8/8 100/100

ARR/BraRR 67 28/54 84.8/91.5
ARR/BolRR 66 28/55 84.8/84.6

BraRR/BnaARR 158 53/54 98.8/93.1
BolRR/BnaCRR 168 62/62 95.4/95.4

1 AHK(L), BraHK(L), and BolHK(L) represent HK genes from Arabidopsis thaliana, Brassica rape, and Brassica oleracea,
respectively. BnaAHK(L) and BnaCHK(L) represent HK genes from subgenome A and C of Brassica napus. The
abbreviation for HP and RR genes are similar as described above.
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Figure 3. Collinear correlation of TCS genes in A. thaliana, B. rapa, B. oleracea, and B. napus. The
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within the TCS members.

We also investigated the gene duplication events in B. napus TCS genes. In total,
84 A-A, 88 C-C, and 219 A-C duplication pairs were found, involving a total of 95% of
the BnaTCS genes (Table S6). Without regard to A-C pairs, 86% of BnaHK(L)s, 100%
of BnaHPs, and 94% of BnaRRs underwent duplication events within subgenome A/C.
Moreover, 70.9% of BnaTCS genes (129/182) experienced WGD/segmental duplication,
7.7% of BnaTCS genes (14/182) resulted from transposed duplication, 12.6% of BnaTCS
genes (23/182) originated from dispersed duplication, and only two tandem duplicated
gene pairs (BnaPRR6a—BnaPRR6c, BnaPRR6e—BnaPRR6d) were present.

To estimate the selection pressure of TCSs, the non-synonymous to synonymous
substitution ratios (Ka/Ks) of TCS orthologous genes between A. thaliana, B. rapa, B. oleracea,
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and B. napus were calculated (Table S5). The Ks values ranged from 0.00110683 to 4.90995.
Except for 11 orthologous gene pairs (involving 22 genes), the Ka/Ks ratios of all pairs
were less than 1, indicating that most of the TCS genes of these 4 species underwent
purification selection. In addition, the Ka/Ks ratio of the orthologous gene pairs of HKs
between B. napus and B. oleracea was significantly higher than that between B. napus and
B. rapa, showing that HKs in the Cn subgenome had experienced relatively weaker selection
pressure than An during evolution (Table S7, Figure S6).

2.4. Natural Variations of the BnaTCS Genes

Critical sequence polymorphism across the gene and its flanking regions may reflect
the evolutionary process of adapting to different environments. To investigate the genetic
variations of BnaTCS genes, SNPs and small indels were identified using re-sequencing
datasets that contained 525 B. napus accessions (including 349 semi-winter types, 77 spring
types, and 95 winter types). A total of 7937 and 6535 polymorphism sites were detected
in CDS and putative promoter regions of BnaTCS genes, respectively (Table S8), with an
average of 28.49 and 35.91 SNPs/small indels per kilobase (kb). Genetic diversity (π) was
measured and compared in whole and sub-populations (Figure 4A; Table S9). For the whole
group, it ranged from 6.64205 × 10−6 (BnaRR6b) to 0.0184347 (BnaPRR9c), and there was a
degree of positive correlation among the density and π value with a correlation coefficient
of 0.69 (Figure 4A). The genetic diversity of CDS was significantly different between the
three subfamilies (Student’s t-test, p < 0.01), while BnaHKs had the highest average π value
and BnaHPs had the lowest one (Figure 4B). On the contrary, the genetic diversity was
similar at putative promoter regions of BnaTCS genes (Figure 4C).

The fixation index (Fst) between the three ecotypes for each BnaTCS gene was calcu-
lated to estimate the genetic differentiation between populations. We noticed that about
60% of BnaTCS genes were weakly differentiated with Fst less than 0.1 between either two
subpopulations. By contrast, there were 1, 5 and 4 genes substantially genetically differen-
tiated with Fst larger than 0.5 in sw_sp (semi-winter vs. spring), sw_wi (semi-winter vs.
winter), and wi_sp (winter vs. spring), respectively, in which the largest Fst values were
0.68 (BnaPRR7d), 0.70 (BnaRR4c), and 0.58 (BnaRR18b). Fst values were significantly larger
in wi_sp than in sw_sp for BnaHKs and significantly larger in sw_wi than in sw_sp for
BnaRRs (Figure 4D).

Furthermore, we investigated the genetic variants of BnaTCS genes in another natu-
ral population with 505 B. napus accessions (including semi-winter ecotypes and spring
ecotypes) [50] and conducted association mapping analysis to explore the genetic effects
of BnaTCS genes on salt tolerance. A total of 47 SNPs (MAF > 0.05) and small indels in
24 BnaTCS genes were significantly associated (p < 0.001) with the salt-tolerance-related
coefficient (STC), which was represented by the suffix “trait_R1” or “trait_R2” and cal-
culated as the ratio of salinity stress response trait value under salt stress conditions
to that under normal conditions (Table S10). Among them, 17 SNPs in 12 genes were
nonsynonymous. BnaPRR5e-f, BnaPRR7c, and BnaPRR9a-c, which were homologs of re-
ported salinity negative regulators—APRR5, APRR7, and APRR9 [35]—were significantly
associated with FYL_R1/R2 (germination rate), FYS_R2 (germination potential), LA_R2
(leaf area), SPAD_R2 (chlorophyll content). BnaCKI1c, BnaCKI2e, BnaHP2d, BnaPHYAc,
BnaPRR2c, BnaRR18a, and BnaRR9a,c also contained nonsynonymous and significantly
associated SNPs. Another two genes, BnaHK2a and BnaHP3b, whose MAF was about
0.04, were significantly associated with SPAD_R2 and PH_R2 (Plant height), respectively.
According to the most significantly associated SNPs of these genes, the trait between the
two genotypes was statistically significant according to the ANOVA test (Figure 5).
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Figure 4. Genetic diversity (π) and fixation index (Fst) between the three ecotypes of each BnaTCS
gene. (A) Circos plot showing genetic diversity and fixation index of each BnaTCS gene. Circos
from outer to inner displayed: a. Heatmap of SNP/small indel density; b. Heatmap of π in whole
population; c. Heatmap of π in spring-type accessions; d. Heatmap of π in semi-winter-type
accessions; e. Heatmap of π in winter-type accessions; f. Histogram of Fst in semi-winter versus
spring ecotypes; g. Histogram of Fst in semi-winter versus winter ecotypes; h. Histogram of Fst
in winter versus spring ecotypes. (B) Genetic diversity of CDS among three subfamilies members.
(C) Genetic diversity of the putative promoter regions among three subfamilies members. (D) Violin
plot of Fst values of three subfamilies. Significant difference are marked with: ‘***’ (p < 0.001),
‘**’ (p < 0.01), and ‘*’(p < 0.05).

2.5. Cis-Elements Analysis of the BnaTCS Genes

For a better understanding of potential transcriptional regulatory motifs of B. napus
TCS genes, we identified cis-regulatory elements in the putative promoter regions (2000 bp
regions upstream to initiation codon). A number of hormone-related (e.g., ABA, auxin,
ethylene, GA, MeJA, and SA) and abiotic stress-related (e.g., anoxic, light, extreme temper-
ature, and wound) elements were discovered, and the most numerous cis-elements were
displayed in Figures S7–S9. Among them, the anoxic, ABA, MeJA, and GA-responsive
elements were found with high frequency in BnaTCS genes. Notably, light-responsive
elements (LREs) were present with multi-copies in most BnaTCS genes. In addition, the
auxin-responsive elements (Aux), and drought-inducibility elements (MBS) were found in
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72 and 73 BnaTCS genes, respectively, in which auxin-responsive elements (Aux) can bind
to auxin response factor (ARF) proteins and confer auxin response. The existence of these
cis-elements suggests that the TCS genes may have potential functions in regulating plant
development and responding to abiotic stresses.
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Figure 5. Association mapping analysis of BnaTCS genes in B. napus germplasm with 505 collections.
(A,C) Significant association of BnaPRR9c with SPAD_R2, and BnaPRR2c with TDW_R2 (total dry
weight). The upper and lower subgraphs are the local Manhattan plot and the linkage disequilibrium
heat map. The SNPs displayed in red are significant association ones, and SNPs labeled are nonsyn-
onymous SNPs located in the exonic region. The exon structure of genes are displayed in rose red.
(B,D) Box plots for SPAD_R2 and TDW_R2 based on the haplotypes of variants in the gene region of
BnaPRR9c and BnaPRR2c.

2.6. Expression Analysis of BnaTCS Genes

For a better understanding of the potential function of BnaTCS genes during devel-
opment and under environmental stimuli, we investigated the dynamic gene expression
of BnaTCS genes in various tissues and examined the expression changes under different
stress conditions.

2.6.1. Expression Profiles in Various B. napus Organs

The publicly available expression datasets of 182 BnaTCS genes in 91 tissue samples
(including bud, flower, leaf, root, seed, silique, and stem) of rapeseed cultivar ZS11 during
seven developmental stages were obtained from the BnIR database [51]. BnaTCS genes are
specifically expressed in different tissues of the plant depending on their function. Among
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them, the transcripts of 15 genes were barely detected, while 18 genes were expressed in
all tissues (TPM ≥ 1) (Figure 6A). Almost all cytokinin receptors (BnaHK2s, BnaHK3s, and
BnaHK4s), ethylene receptors, and photoreceptors were expressed in all tissues, which
implied the potential functions of these BnaHKs in shoot growth, leaf senescence, seed size,
germination, root development, and cytokinin metabolism as reported in Arabidopsis [22].
Similarly, most BnaHPs and type-B RRs were also globally expressed (Figure S10), which
is consistent with previous studies that HPs and type-B RRs act as positive regulators in
cytokinin signaling and function in multiple aspects of plant development [25,31]. In addi-
tion, part of the TCS genes was organ-specific or had preferential expression. For example,
BnaHK1s, BnaHK5s, BnaERS1s, BnaHP1s, and BnaHP5s showed relatively higher expression
levels in roots, which were generally considered the primary organs involved in various
abiotic stress responses. BnaCKI1s were mainly expressed in flowers and seeds, which is
in line with the finding that CKI1 was mainly transcribed in flowers and was involved in
female gametophyte development in Arabidopsis [52]. BnaHP3s were abundantly expressed
in leaves, BnaPHP1s were predominantly expressed in roots and seeds, and BnaRR22s were
only expressed in siliques and seeds.
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Figure 6. (A) Heat map representation for expression of HK(L) genes in various tissues at different
development stages of Brassica napus. The expression levels of genes are presented using fold-change
values transformed to Log2 format. The Log2 (fold-change values) and the color scale are shown at
the top right of the heat map. Classifications of genes are marked by corresponding colors that are
shown in the color legend at the top right. (B) The co-regulatory network of BnaTCS genes. Nodes in
Orange, blue, and green represent genes of three subfamilies: BnaHK, BnaHP, and BnaRR. The bigger
nodes are the ones with the most gene pairs, and the nodes inside the circle are genes that have no
strong correlation with other subfamilies. The distinct correlation levels of gene pairs are marked by
edge lines with different colors shown at the bottom.

The majority of TCS genes that were classified into the same subfamilies displayed similar
spatio-temporal expression patterns, especially in paralogous gene pairs (Figures 6A and S10).
Nevertheless, a small number of subfamilies showed different expression patterns. For
instance, in the HP subfamily, BnaHP4a was expressed in all detected tissues, but its
paralogous gene BnaHP4b was barely expressed in flowers and seeds, and in subfamily
Type-B PRR, BnaPRR6a was expressed in seeds, but the transcription of its paralogous gene
BnaPRR6b was barely detected in seeds.

Combined RNA-seq datasets were collected from different tissues and different
stresses described in the following chapters; we calculated the Pearson correlation coeffi-
cients (PCCs) among BnaTCS genes and constructed a co-regulatory network (Figure 6B).
There were 1232 gene pairs (|PCC| ≥ 0.5) within 143 BnaTCS genes, of which 53.7% were
within three subfamilies and 46.3% were between subfamilies. BnaHK1s, BnaHK4s, BnaHPs
(except BnaHP4s), BnaRR8s, and BnaRR12s had more gene pairs, suggesting their core role
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and strong interaction in the network. On the contrary, BnaERS2s, BnaHP4s, BnaPRR6s,
BnaRR2s, BnaRR5s, and BnaTOC1s were associated with very few genes.

2.6.2. Expression of BnaTCS Genes in Response to Abiotic Stresses

The expression profiles of the BnaTCS genes under different stress conditions includ-
ing drought, heat, cold, salt, hypoxia, light, Si, ABA, and strigolactones (SLs) induction
were utilized to analyze the expression patterns of BnaTCS genes under abiotic stress
(Figures 7, S11 and S12).
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For drought treatment, the response patterns were complicated. Genes in the same
subfamily might be regulated differently, especially in the HK subfamily. As shown in
Figure 7, expression levels of BnaHK2a-b, BnaHK3s, BnaETR1s, BnaETR2s, and BnaPHYAs
were up-regulated at 8 h in seeds, while the remaining cytokinin receptors and ethylene
receptors, as well as BnaPHYCa were slightly declined at 1 h followed by an increase at
8 h. Only BnaPHYEs and BnaHK1s were suppressed. Similar patterns were observed in
the HP subfamily, in which BnaHP2b and BnaHP3b were the most significantly up- and
down-regulated genes (Figure S11A). Almost all the PRR genes were induced by drought,
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especially TOC1 and PRR5 homologs. A subset of type-A RRs, BnaRR15s, BnaRR5s, and
BnaRR7s, were significantly down-regulated (Figure S12A), which was consistent with
rice [53], but in contrast with Arabidopsis [54]. Homologs of RR4 in both rapeseed and
Arabidopsis were marginally down-regulated. This result suggested varied regulative
patterns in terms of the species. Furthermore, we checked the expression pattern of TCS
genes in another time series transcriptome study [55], in which a co-expression network was
constructed based on leaf expression profiles of BnCK (a wild-type rapeseed ‘ZS6’), BnSGI-
CRISPR and BnSGI-overexpression lines under prolonged drought (14 days) followed by
re-watering. SGI (Stress and Growth Interconnector) is a dicotyledon-specific gene and was
verified as a positive regulator of drought. In total, 22 out of 66 BnaTCS genes (FPKM ≥ 5
in at least one sample and involved in co-expression analysis) were clustered in modules ‘a’
and ‘b’, which shows a positive correlation with photosynthetic carbon assimilation (Pn)
and the relative water content (RWC), and another 22 members were clustered in module
‘y’, which shows a positive correlation with H2O2 (Figures 7A and S13, Table S11). BnaHP2c
and BnaRR10a were the most relative genes with Pn and RWC, suggesting their potential
positive regulation of drought consistently with SGI. On the contrary, BnaPRR5s, BnaPRR9s,
BnaPHYAa, BnaETR1s, BnaHK3a, and BnaRR2s had a significantly positive correlation with
H2O2, suggesting their potential negative regulation of drought in the regulatory pathway
of SGI.

Most type-A RRs were significantly suppressed at 24 h by cold treatment (Figure S12B),
but several of them were initially transiently induced at 4 h. Expression patterns of
BnaPRR5s and BnaPRR9s were similar to type-A RRs, but their expression returned to a
level close to the initial state, whereas type-A RRs decreased to a lower expression level.
BnaHK(L)s and BnaHPs were not significantly regulated by cold treatment except for two
PHYB and two HP4 homologs. For the high-temperature treatment, a subset of type-A
RRs, BnaRR5-7s were quickly and slightly suppressed, showing their opposite response
patterns with cold. However, under high-temperature stress, expression patterns of most
PRR members except BnaPRR3 and BnaPRR7s were consistent with those under cold stress.

Light is a major environmental signal influencing a multitude of steps in plant devel-
opment, and the phytochromes are photoreceptors that control growth and development
in response to environmental cues. Under different light qualities (white, blue, red, and
far-red light) [56], the expression levels of PHYA homologs were decreased compared to
dark conditions. The expression of PHYB homologs was enhanced in blue/far-red light but
did not change in response to red and white light. Furthermore, compared with the control
(dark), BnaPRR9s were also up-regulated in response to blue and far-red light and a type-B
RR, but BnaRR14a was down-regulated.

Hypoxia in the root is one side-effect of waterlogging and may cause multiple prob-
lems such as low gas diffusion, changes in redox chemistry, and accumulation of toxic
metabolites for plants [57]. After 4 h of hypoxia treatments, transcripts of BnaERT2s,
BnaHP4s, BnaRR14a, BnaPRR5c-d, and BnaRR8s were up-regulated compared to air-treated
controls, while for BnaHK4s, BnaPHYAc-d, BnaHP1s, and most type-A RRs, their transcripts
were clearly suppressed with down-regulated expressions. The response patterns to the
hypoxia treatments in roots and leaves were generally consistent.

Salt stress impacts the growth, development, and production of oilseed rape. Thus, we
also examined the effects of salinity on TCS gene expressions. The expression patterns in
roots and seeds seemed to be more diverse than that in leaves. In seeds, the expression of
BnaHK2a-b, BnaERS2d, and BnaPRR7s was primarily enhanced at 4 h until 24 h. Expression
of most type-A RRs was decreased. In roots, in response to salinity treatment, AHK4
homolog expression was initially suppressed and followed by an increase after 12 h,
while ERS1 and ETR2 homologs maintained high expression levels. Another chemical
substance—Si—is considered a beneficial but non-essential element for plant growth and
development [58]. However, TCS genes were not sensitive to Si because no significant
change in gene expression was observed between the Si treatment and control.
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ABA and SLs are important phytohormones that are involved in the regulation of
plant growth, development, and stress responses [59,60]. AHK4 homologs were continually
suppressed by ABA treatment in 24 h. However, in the SL condition (GR24), they kept
steady within 24 h and were followed by an increase after 4 days’ treatment. The expression
of BnaHP4a, BnaHP4d, and BnaRR2a was up-regulated at 24 h after ABA treatment, while
there was no significant change under SL treatment. Almost all Clock PRRs were quickly
induced and subsequently repressed 24 h after ABA treatment, but no significant difference
was observed in SL conditions. Compared with the control, a subset of type-A RR genes
was down-regulated at 24 h in response to both ABA and SL treatments. This is consistent
with the participation of type-A RRs in the response of Arabidopsis to ABA stress [34]. In
addition, the expression of these genes showed an increase after 4 days under SL conditions.

2.6.3. Expression of BnaTCS Genes in Response to Biotic Stresses

The hemibiotrophic fungus Leptosphaeria maculans and necrotrophic fungus Sclerotinia
sclerotiorum are the pathogenic microorganisms of blackleg disease and Sclerotinia stem rot,
respectively, which cause significant loss of yield in B. napus worldwide [61,62]. In response
to L. maculans, most of the BnaTCS genes exhibited comparatively similar expression levels
and patterns between resistant (R) and susceptible (S) cotyledons, as well as between
mock-inoculated and L. maculans infection, except for the homologs of AHK1, AHK4, and
type-A BnaRRs (especially BnaRR4s, BnaRR5s, BnaRR7s, and BnaRR15s) (Figure 8A). The
expression trend for one copy of these genes is shown in Figure 8C. As shown, only a few
genes (BnaRR15s and BnaRR5c) were differentially expressed at 3 days post-inoculation (dpi)
in both the R and S lines which was consistent with lesion size [61], but the transcription
levels of most of these genes were increased to several folds higher than the mock at 7 dpi.
Remarkably, in susceptible hosts, expression levels of these genes were still apparently
more up-regulated than mock-sprayed samples at 11 dpi, while no significant difference
was observed in resistant hosts and their expression was down-regulated at 7 dpi. This
indicated that the expression pattern of these genes differed in susceptible and resistant
hosts after several days of infection, and they might have functioned in defense against L.
maculans. Conversely, under S. sclerotiorum infection, a difference was observed in ethylene
receptors such as BnaERS1s, BnaERS2s, and BnaETR2s. Expression of these genes was
up-regulated at 48 h and followed by a great decline in the resistant host. However, in
susceptible hosts, the transcripts of these genes were induced at an early stage (24 h), and
high expression levels were sustained (Figure 8B), suggesting that these genes may play a
vital role in defense against S. sclerotiorum in B. napus.
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3. Discussion

In this study, a total of 182 TCS family members were identified in Brassica napus.
Owing to genome triplication and allopolyploidy of oilseed rape, TCS members in rapeseed
were up to an average of 3.5 copies of Arabidopsis genes, in which 159 of the 182 members
were found to be segmental duplications, whereas only two tandem duplicated gene pairs
were found. Therefore, the expansion of TCS genes in rapeseed was mainly attributed
to segmental duplications. Furthermore, almost all orthologs of Arabidopsis TCS gene
were found in rapeseed, except PHYA, ARR13, and APRR8, which might be redundant
during rapeseed genome evolution. Compared with some studies on representative plant
species such as Oryza sativa and Glycina max, rapeseed has the highest number of TCS genes.
Interestingly, the number of different types of TCS genes varies in fold change among
different species. For example, the number of HK and HP genes identified in B. napus was
about 1.2 times that of G. max, but there was more than twice as much of each type of
RR gene. Genetic diversity showed significant differences between the three subfamilies,
and some members showed substantial genetic differentiation among the three ecotypes,
suggesting that their adaptability to the environment was different.

As one of the most important mechanisms providing resistance against biotic and
abiotic stresses, expression patterns of the TCS pathway are useful in learning their in-
volvement in coping with environmental stresses. In this study, the expression levels of
the BnaTCS gene were investigated in different tissues under normal growth conditions
and various stress conditions such as drought, heat, cold, salt, hypoxia, light, Si, ABA,
SLs induction, Sclerotinia sclerotiorum and Leptosphaeria maculans infection. We found the
majority of BnaTCS genes had higher expression levels in roots in normal growth (TPM > 1)
(Figures 6A and S10). This may be correlated with the fact that cytokinins are synthesized
mainly in roots, which are generally regarded as the main organs involved in drought and
salt stress. Cytokinin receptors, most HP, and type-B RRs were globally expressed, which
was correlated with their potential roles in diverse cytokinin-regulated developmental
processes including leaf senescence, seed development, and shoot and root growth [22–25].
Notably, compared with Arabidopsis, there were several genes showed different tissue-
specific expression patterns. For example, AtRR2 had relatively higher expression levels in
mature pollen [11], but homologs in rapeseed were the opposite, with lower expression in
pollen (Figure S10B). In roots, BnaCKI2s were all transcribed (Figure 6A), but ACKI2/AtHK5
was not expressed [11].

Based on the expression pattern analysis of BnaTCSs under multiple abiotic conditions,
we found that the regulation of BnaTCS genes showed significant differences in response to
different stress factors. During drought, salinity, cold, and heat treatment, most expressed
genes were induced or suppressed, while few were sensitive to light, Si, GR24, and hypoxia
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treatment. BnaRRs were most active in response to stress. Almost all type-A BnaRRs
responded to the above stress conditions but differed in response speeds and intensities.
Interestingly, the response patterns of a part of HPs and type-A RRs in rapeseed were
generally opposite to heat and cold treatments, which were rapidly downregulated by heat
but induced by cold. This opposite reaction pattern was also observed in I. batatas, but the
genes were not identical [18]. In I. batatas, a type-B RR IbRR28 was observably induced
upon heat treatment and was suppressed in cold treatment conditions, but no obvious
difference was observed for type-B BnaRRs under these two stresses. Of course, there
were also several rapeseed PRRs (BnaTOC1s, BnaPRR5s, and BnaPRR9s) that responded
uniformly to heat and cold. In addition, BnaTCS expression analysis shows that the
response patterns of abiotic stress may be similar or different in different tissues. For
example, the responses of BnaTCSs to salt stress were different in leaves, roots, and seeds.
BnaHK4s were significantly downregulated in seeds but were induced in roots under
salinity stress. However, expression patterns of BnaTCSs in leaves and roots were highly
consistent under hypoxia conditions.

Drought and high salinity are two important stress factors in rapeseed. It is of great
significance to find and study the responsive genes to these two stresses in rapeseed
breeding. Interestingly, most of the type-A RRs were downregulated, while most of the
PRRs were upregulated in response to both drought and salt stress in rapeseed. Different
patterns were observed in BnaHP4s, which were downregulated in response to drought
but upregulated in response to salt. Meanwhile, similar expression changes were also
observed in ‘D_3d (Seed)’ and ’S_24h (Seed)’. Therefore, we speculated that most BnaTCS
genes might play similar roles in response to drought and salinity. The expression levels
of type-B RRs in rapeseed were relatively stable under different conditions. Among them,
BnaRR1s and BnaRR2a-b were up-regulated by drought within 8 h, while ARR10 and
ARR12 homologs were not regulated, suggesting a different drought signaling regulating
pathway from that of Arabidopsis. By comparing the expression changes of two samples
’D_8h (Seed)’ and ‘S_4h (Seed)’, which were treated with similar duration, we found the
expression levels of BnaHK2s and BnaHK3s were induced within 10 h by both drought
and salt stresses. Conversely, BnaHK4s were depressed, which was inconsistent with the
A. thaliana counterpart. In Arabidopsis, these three cytokinin receptors were revealed to
function as negative regulators in osmotic stress responses [26]. The different response
patterns of BnaHK4s with the homologs suggest that there might be functional divergence
in their stress responses.

For the drought treatment, the correlation coefficient with drought-tolerance-related
traits of BnaTCSs was extracted from a time series co-expression network in our previous
study [55]. BnaRR2a, BnaETR1b, BnaHK3a-b, BnaPRR9a, BnaPRR5b, and BnaTOC1a were
significantly negatively related to RWC, suggesting the regulation roles of drought in the
SGI (Stress and Growth Interconnector, a positive drought regulator) regulatory pathway.
It was amazing that BnaHP2c and BnaRR10a were remarkably positively related to RWC
(cor > 0.8, p < 0.01), whereas their A. thaliana counterparts both negatively and redundantly
control plant responses to drought [34]. Detailed functional characterization is required
to define the exact role of these two TCS members. For salt stress, we carried out associa-
tion mapping analysis based on population SNPs/small Indels and detected significant
correlation SNPs with salt tolerance related coefficient in several TCS members, including
homologs of salinity negative regulator BnaHK2a,d, BnaHP3b, BnaPRR5e-f, BnaPRR7c, and
BnaPRR9a-c. These results could provide effective information for salt-tolerance resource
breeding

Similar to abiotic stress, BnaTCS genes also showed different response patterns to
biotic stress stimuli. The homologs of six genes (AHK1, AHK4, BnaRR4s, BnaRR5s, BnaRR7s,
and BnaRR15s) were significantly different between R and S lines (Figure 8C), suggesting
that they may have potential defensive functions against L. maculans. CKI2 in Arabidopsis
has been reported to be a positive regulator of bacterial (Pseudomonas syringae pv DC3000)
and fungal (necrotroph Botrytis cinerea) infections [29]. In this study, only BnaCKI2f was
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expressed in cotyledon, and it was up-regulated after 7 days’ L. maculans infection compared
with the mock-sprayed sample and the resistant sample, while it was not detected at all
in the susceptible sample. Conversely, the response difference was observed mainly in
ethylene receptors under S. sclerotiorum infection.

In this study, we have shown that BnaTCS genes are closely related to the sequences
of Arabidopsis TCS members (Figure 2), and generally, the expression sites and functions
of a great deal of genes are consistent with those of Arabidopsis, which is reflected in
many studies [63,64]. Thus similar expression patterns of several homologous genes may
indicate potentially similar functions. However, the expansion of gene numbers and
the presence of two subgenomes may make it difficult to translate functional knowledge
from Arabidopsis to rapeseed, and even the homologous TCS genes show varied response
patterns, indicating that both functional redundancy and functional divergence exist in the
homologous genes. More efforts are needed to confirm their function. For the rapeseed TCS
genes, the expression analysis is an initial and necessary step. The candidate stress response
and related genes provide valuable information for further elucidating the functional role
of TCS genes in rapeseed under environmental stress.

4. Materials and Methods
4.1. Identification and Property Analysis of BnaTCS Genes

The BnaTCS genes were identified based on homology searching and protein domain
detection. Firstly, A. thaliana [2], B. rapa [15], Sorghum bicolor [17], Glycine max [13], and
Oryza sativa L. [12] TCS protein sequences were retrieved and used as seed sequences
to search against B. napus var. ZS11 protein sequence dataset (http://cbi.hzau.edu.cn/
bnapus/ (accessed on 21 January 2022)) [65] using BLASTP v2.7.1+ [40] program with
threshold e-value < 1 × 10−5. Hit sequences were then searched by hmmsearch from
HMMER v3.3.2 (http://www.hmmer.org/ (accessed on 22 January 2022)) [41] on the
basis of three hidden Markov model (HMM) files constructed by identical seed sequences
above using HMMER components of hmmbuild. For confirmation of BnaTCS proteins,
all putative sequences were further deployed to determine the presence of the specific
known conserved domain or motifs of the TCS elements, namely the HK, HATPase, REC,
CHASE domain for cytokinin binding (CHASE), cyclic GMP adenylyl cyclase FhlA (GAF),
ethylene-binding domain (C2H4), and HPt domains, using different domain databases
including Pfam (https://www.ebi.ac.uk/interpro/ (accessed on 1 May 2023)) [42], CDD
(https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi (accessed on 1 May 2023)) [43]
and SMART (http://smart.embl-heidelberg.de/ (accessed on 1 May 2023)) [44]. In this
process, sequences that lacked the specific conserved motifs required for TCS protein
function were excluded. BraTCS genes were updated and BolTCS genes were identified
using the same method. The protein datasets and annotation of B. rapa var. Chiifu and
B. oleracea var. OX were obtained from the Figshare database [66,67].

The ProtParam tool (https://web.expasy.org/protparam/ (accessed on 24 Febru-
ary 2023)) [68] was used to calculate the molecular weight (MW), isoelectric point (pI),
and grand average of hydropathy (GRAVY) of each BnaTCS protein. Subsequently,
TMHMM server 2.0 (https://services.healthtech.dtu.dk/service.php?TMHMM-2.0 (ac-
cessed on 24 February 2023)) [69] and WoLF PSORT (https://wolfpsort.hgc.jp/ (accessed
on 15 February 2023)) [70] were used to predict transmembrane domains and subcellar
location, respectively.

4.2. Phylogenetic Analysis, Genetic Structure, and Conserved Motifs Analysis

To investigate the genetic structure and phylogenetic relationship between members
of two-component systems, multiple sequence alignments of the identified TCS proteins of
B. napus, B. rapa, B. oleracea and reported sequences of A. thaliana were performed using
ClustalW2 tool [71], and the neighbor-joining (NJ) trees were constructed using MEGA
7 [72] with specifying 1000 replicates for the ultrafast bootstrap. Gene clusters of histidine
kinase proteins, histidine phosphotransfer proteins, and the response regulators were
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executed separately for alignment and tree conducting. The trees were displayed by the
online tool Interactive Tree of Life (iTOL) v3 (https://itol.embl.de (accessed on 3 March
2023)). The diagrammatic representation of a BnaTCS gene structure combined with a
phylogenetic tree was performed using an Integrative Toolkit TBtools [73] based on an
annotation file in GFF3 format. A web resource SMART (http://smart.embl-heidelberg.de/
(accessed on 1 March 2023)) was used for the identification, annotation, and display of
protein domain architectures.

4.3. Chromosome Location, Gene Synteny, and Duplicate Analysis

Gene synteny and duplication provide information about the origin and evolutionary
relationship between and among TCS genes of different species. They both depend on
the detection of homologous gene pairs. Firstly, whole-genome protein sequences from B.
napus, B. rapa, B. oleracea and A. thaliana were compared against itself and other genomes
using BLASTP (E < 1 × 10−10). If a gene had more than one transcript in the annotation,
only the representative one was used. Secondly, the MCScanX algorithm [74] was utilized
to compute collinear gene pairs based on BLASTP matches and whole-genome gene chro-
mosome location extracted from annotation GFF3 files. All collinear gene pairs among the
two-component systems gene family members were detected by extracting the collinearity
block within the gene family. The different modes of gene duplication were identified using
the DupGen_finder pipeline (https://github.com/qiao-xin/DupGen_finder (accessed on 5
June 2023)) [75], taking Arabidopsis as an outgroup for the three Brassica species.

4.4. Cis-Acting Regulatory Elements Analysis

According to the location information, the upstream 2000 bp genomic DNA se-
quences from the transcription start site of BnaTCS genes were extracted from the B.
napus genome sequence. Then, they were submitted to an online PlantCARE website (http:
//bioinformatics.psb.ugent.be/webtools/plantcare/html/ (accessed on 7 May 2023)) [76]
to predict the putative cis-regulatory elements. Plots were generated with the R (v3.3.2)
package ggplot2_3.4.0 (https://cran.r-project.org/web/packages/ggplot2/index.html)
(accessed on 7 May 2023).

4.5. Expression Analyses Based on RNA-seq Data

Expression data of the BnaTCS genes based on RNA-Seq data sequenced from 91 tis-
sues (bud, flower, leaf, root, seed, silique, and stem) of rapeseed cultivar ZS11 during seven
developmental stages were obtained from the BnIR database [51] (http://yanglab.hzau.
edu.cn/BnIR/expression_zs11 (accessed on 21 July 2023)).

To examine the expression change of the BnaTCS genes under different stress condi-
tions (abiotic, biotic, chemical), we obtained a total of ten expression or RNA-seq datasets
from the publicly available database, of which the expression data of leaf and root under salt
treatment (Bioproject: PRJNA214511), cotyledons under L. maculans infection (Bioproject:
PRJNA311316) [61], leaf under S. sclerotiorum infection (Bioproject: PRJNA274853), and leaf
and root under Si treatment (Bioproject: PRJNA507014) [77] were extracted from the Brassi-
caEDB database (https://brassica.biodb.org/downloads (accessed on 7 May 2023)) [78],
expression data of root under GR24 treatment were obtained from published research [79],
and RNA-Seq data of leaves under NaCl, ABA, cold and dehydration treatment (Biopro-
ject: CRA001775) [80], leaf and root under hypoxia treat (Bioproject: PRJNA747283) [57],
seedlings under different light qualities (white, blue, red, and far-red light) (Bioproject:
PRJNA658388) [56], and leaf of rapeseed under drought, heat treat (Gene Expression Om-
nibus: GSE156029) [81] were downloaded from the SRA-NCBI database. Subsequently,
we conducted transcriptome analysis and calculated the expression value based on the
RNA-Seq data. Reads were quality checked and mapped to the reference genome using
Hisat2 [82]. HTSeq was employed for read counts of each gene [83]. The expression levels
in all aforementioned samples were measured by transcripts per million mapped reads
(TPM) in this study using a local Perl program.
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4.6. Nucleotide Diversity

Nucleotide diversity (π) and population fixation statistics (FST) across three genetic
clusters for each gene were calculated using VCFtools v0.1.13 (https://vcftools.github.io
(accessed on 12 July 2023)). A family-based association mapping analysis was conducted
by EMMAX with a mixed linear model [84].

5. Conclusions

In summary, we identified 182 TCS genes including 43 HK(L)s, 16 HPs, and 123 RRs
in rapeseed. The protein classifications, gene structures, conserved domains, phylogenetic
relationships, cis-acting element, gene duplication events, and genetic variations were
investigated in detail to provide comprehensive information on the TCS family in rapeseed.
We also focused on the response patterns of the TCS genes to various abiotic or biotic
stresses and screened out numerous candidate stress-responsive genes in rapeseed. The
expression pattern of the rapeseed TCS gene under stresses provides a reference control
for other polyploid species. Furthermore, by family-based association mapping analysis,
some SNPs/genes were found to be significantly associated with salt-tolerance-related
traits. It lays a foundation for future research on gene functions and genetic breeding. This
is the first genome-wide study of TCS genes in polyploid plants, which provides ideas and
methods for studying stress responses in other plants. The results of this study provide
important information for the function and regulation of TCS genes in B. napus, which
will help to better understand the signal transduction pathways and improve the stress
tolerance of this plant.

Supplementary Materials: The supporting information can be downloaded at: https://www.mdpi.
com/article/10.3390/ijms242417308/s1. References [85–90] are cited in the supplementary materials.

Author Contributions: Conceptualization, H.L., J.L. and Z.F.; methodology, H.L. and N.L.; software,
H.L.; validation, J.L., N.L. and C.P.; formal analysis, H.L.; investigation, J.L., Z.F. and W.H.; resources,
W.H.; data curation, H.L.; writing—original draft preparation, H.L.; writing—review and editing, J.L.,
N.L. and J.H.; supervision, J.L. and Z.F.; project administration, W.H.; funding acquisition, J.L., N.L.
and W.H. All authors have read and agreed to the published version of the manuscript.

Funding: This research was supported by the Scientific Innovation 2030 Project (grant number
2022ZD0400801) and the National Natural Science Foundation of China (32372184).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All relevant data are presented within the paper and its Supplemen-
tary Files.

Acknowledgments: The numerical calculations in this paper have been done on the supercomput-
ing system in the Supercomputing Center of Oil Crops Research Institute, Chinese Academy of
Agricultural Sciences.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Mizuno, T. Compilation of all genes encoding two-component phosphotransfer signal transducers in the genome of Escherichia

coli. DNA Res. 1997, 4, 161–168. [CrossRef]
2. Schaller, G.E.; Kieber, J.J.; Shiu, S.-H. Two-component signaling elements and histidyl-aspartyl phosphorelays. Arab. Book 2008, 6,

e0112. [CrossRef] [PubMed]
3. Kamberov, E.S.; Atkinson, M.R.; Chandran, P.; Ninfa, A.J. Effect of mutations in Escherichia coli glnL (ntrB), encoding nitrogen

regulator II (NRII or NtrB), on the phosphatase activity involved in bacterial nitrogen regulation. J. Biol. Chem. 1994, 269,
28294–28299. [CrossRef] [PubMed]

4. Stock, A.M.; Robinson, V.L.; Goudreau, P.N. Two-component signal transduction. Annu. Rev. Biochem. 2000, 69, 183–215.
[CrossRef]

5. Hwang, I. Two-component signal transduction pathways in Arabidopsis. Plant Physiol. 2002, 129, 500–515. [CrossRef] [PubMed]
6. Hutchison, C.E.; Kieber, J.J. Cytokinin signaling in Arabidopsis. Plant Cell 2002, 14, S47–S59. [CrossRef] [PubMed]

https://vcftools.github.io
https://www.mdpi.com/article/10.3390/ijms242417308/s1
https://www.mdpi.com/article/10.3390/ijms242417308/s1
https://doi.org/10.1093/dnares/4.2.161
https://doi.org/10.1199/tab.0112
https://www.ncbi.nlm.nih.gov/pubmed/22303237
https://doi.org/10.1016/S0021-9258(18)46927-X
https://www.ncbi.nlm.nih.gov/pubmed/7961767
https://doi.org/10.1146/annurev.biochem.69.1.183
https://doi.org/10.1104/pp.005504
https://www.ncbi.nlm.nih.gov/pubmed/12068096
https://doi.org/10.1105/tpc.010444
https://www.ncbi.nlm.nih.gov/pubmed/12045269


Int. J. Mol. Sci. 2023, 24, 17308 21 of 24

7. Binder, B.M. Ethylene signaling in plants. J. Biol. Chem. 2020, 295, 7710–7725. [CrossRef]
8. Hoang, Q.T.N.; Han, Y.J.; Kim, J.I. Plant phytochromes and their phosphorylation. Int. J. Mol. Sci. 2019, 20, 3450. [CrossRef]
9. Imamura, A.; Hanaki, N.; Umeda, H.; Nakamura, A.; Suzuki, T.; Ueguchi, C.; Mizuno, T. Response regulators implicated in

His-to-Asp phosphotransfer signaling in Arabidopsis. Proc. Natl. Acad. Sci. USA 1998, 95, 2691–2696. [CrossRef]
10. Sakai, H.; Aoyama, T.; Oka, A. Arabidopsis ARR1 and ARR2 response regulators operate as transcriptional activators. Plant J. 2000,

24, 703–711. [CrossRef]
11. Huo, R.; Liu, Z.; Yu, X.; Li, Z. The interaction network and signaling specificity of two-component system in Arabidopsis. Int. J.

Mol. Sci. 2020, 21, 4898. [CrossRef]
12. Pareek, A.; Singh, A.; Kumar, M.; Kushwaha, H.R.; Lynn, A.M.; Singla-Pareek, S.L. Whole-genome analysis of Oryza sativa

reveals similar architecture of two-component signaling machinery with Arabidopsis. Plant Physiol. 2006, 142, 380–397. [CrossRef]
[PubMed]

13. Mochida, K.; Yoshida, T.; Sakurai, T.; Yamaguchi-Shinozaki, K.; Shinozaki, K.; Tran, L.S. Genome-wide analysis of two-component
systems and prediction of stress-responsive two-component system members in soybean. DNA Res. 2010, 17, 303–324. [CrossRef]

14. Chu, Z.X.; Ma, Q.; Lin, Y.X.; Tang, X.L.; Zhou, Y.Q.; Zhu, S.W.; Fan, J.; Cheng, B.J. Genome-wide identification, classification, and
analysis of two-component signal system genes in maize. GMR Genet. Mol. Res. 2011, 10, 3316–3330. [CrossRef] [PubMed]

15. Liu, Z.; Zhang, M.; Kong, L.; Lv, Y.; Zou, M.; Lu, G.; Cao, J.; Yu, X. Genome-wide identification, phylogeny, duplication, and
expression analyses of two-component system genes in Chinese cabbage (Brassica rapa ssp. pekinensis). DNA Res. 2014, 21,
379–396. [CrossRef] [PubMed]

16. Gahlaut, V.; Mathur, S.; Dhariwal, R.; Khurana, J.P.; Tyagi, A.K.; Balyan, H.S.; Gupta, P.K. A multi-step phosphorelay two-
component system impacts on tolerance against dehydration stress in common wheat. Funct. Integr. Genom. 2014, 14, 707–716.
[CrossRef]

17. Zameer, R.; Sadaqat, M.; Fatima, K.; Fiaz, S.; Rasul, S.; Zafar, H.; Qayyum, A.; Nashat, N.; Raza, A.; Shah, A.N.; et al. Two-
Component System Genes in Sorghum bicolor: Genome-wide identification and expression profiling in response to environmental
stresses. Front. Genet. 2021, 12, 794305. [CrossRef]

18. Huo, R.; Zhao, Y.; Liu, T.; Xu, M.; Wang, X.; Xu, P.; Dai, S.; Cui, X.; Han, Y.; Liu, Z.; et al. Genome-wide identification and
expression analysis of two-component system genes in sweet potato (Ipomoea batatas L.). Front. Plant Sci. 2023, 13, 1091620.
[CrossRef]

19. He, Y.; Liu, X.; Zou, T.; Pan, C.; Qin, L.; Chen, L.; Lu, G. Genome-wide identification of two-component system genes in
Cucurbitaceae Crops and expression profiling analyses in Cucumber. Front. Plant Sci. 2016, 7, 899. [CrossRef]

20. Werner, T.; Schmülling, T. Cytokinin action in plant development. Curr. Opin. Plant Biol. 2009, 12, 527–538. [CrossRef]
21. Kinoshita-Tsujimura, K.; Kakimoto, T. Cytokinin receptors in sporophytes are essential for male and female functions in Arabidopsis

thaliana. Plant Signal. Behav. 2011, 6, 66–71. [CrossRef]
22. Riefler, M.; Novak, O.; Strnad, M.; Schmülling, T. Arabidopsis Cytokinin receptor mutants reveal functions in shoot growth, leaf

senescence, seed size, germination, root development, and cytokinin metabolism. Plant Cell 2006, 18, 40–54. [CrossRef] [PubMed]
23. Bartrina, I.; Jensen, H.; Novák, O.; Strnad, M.; Werner, T.; Schmülling, T. Gain-of-function mutants of the cytokinin receptors

AHK2 and AHK3 regulate plant organ size, flowering time and plant longevity. Plant Physiol. 2017, 173, 1783–1797. [CrossRef]
[PubMed]

24. Burr, C.A.; Sun, J.; Yamburenko, M.V.; Willoughby, A.; Hodgens, C.; Boeshore, S.L.; Elmore, A.; Atkinson, J.; Nimchuk, Z.L.;
Bishopp, A.; et al. The HK5 and HK6 cytokinin receptors mediate diverse developmental pathways in rice. Development 2020, 147,
dev191734. [CrossRef] [PubMed]

25. Argyros, R.D.; Mathews, D.E.; Chiang, Y.H.; Palmer, C.M.; Thibault, D.M.; Etheridge, N.; Argyros, D.A.; Mason, M.G.; Kieber, J.J.;
Schaller, G.E. Type B response regulators of Arabidopsis play key roles in cytokinin signaling and plant development. Plant Cell
2008, 20, 2102–2116. [CrossRef] [PubMed]

26. Tran, L.-S.P.; Urao, T.; Qin, F.; Maruyama, K.; Kakimoto, T.; Shinozaki, K.; Yamaguchi-Shinozaki, K. Functional Analysis of
AHK1/ATHK1 and cytokinin receptor histidine kinases in response to abscisic acid, drought, and salt stress in Arabidopsis. Proc.
Natl. Acad. Sci. USA 2007, 104, 20623–20628. [CrossRef] [PubMed]

27. Tran, L.S.; Shinozaki, K.; Yamaguchi-Shinozaki, K. Role of cytokinin responsive two-component system in ABA and osmotic
stress signalings. Plant Signaling Behav. 2010, 5, 148–150. [CrossRef] [PubMed]

28. Jeon, J.; Kim, N.Y.; Kim, S.; Kang, N.Y.; Novák, O.; Ku, S.J.; Cho, C.; Lee, D.J.; Lee, E.J.; Strnad, M.; et al. A subset of cytokinin
two-component signaling system plays a role in cold temperature stress response in Arabidopsis. J. Biol. Chem. 2010, 285,
23371–23386. [CrossRef]

29. Pham, J.; Liu, J.; Bennett, M.H.; Mansfield, J.W.; Desikan, R. Arabidopsis histidine kinase 5 regulates salt sensitivity and resistance
against bacterial and fungal infection. New Phytol. 2012, 194, 168–180. [CrossRef]

30. Jeon, J.; Kim, J. Arabidopsis response Regulator1 and Arabidopsis histidine phosphotransfer Protein2 (AHP2), AHP3, and AHP5
function in cold signaling. Plant Physiol. 2013, 161, 408–424. [CrossRef]

31. Hutchison, C.E.; Li, J.; Argueso, C.; Gonzalez, M.; Lee, E.; Lewis, M.W.; Maxwell, B.B.; Perdue, T.D.; Schaller, G.E.; Alonso, J.M.;
et al. The Arabidopsis histidine phosphotransfer proteins are redundant positive regulators of cytokinin signaling. Plant Cell 2006,
18, 3073–3087. [CrossRef] [PubMed]

https://doi.org/10.1074/jbc.REV120.010854
https://doi.org/10.3390/ijms20143450
https://doi.org/10.1073/pnas.95.5.2691
https://doi.org/10.1111/j.1365-313X.2000.00909.x
https://doi.org/10.3390/ijms21144898
https://doi.org/10.1104/pp.106.086371
https://www.ncbi.nlm.nih.gov/pubmed/16891544
https://doi.org/10.1093/dnares/dsq021
https://doi.org/10.4238/2011.December.8.3
https://www.ncbi.nlm.nih.gov/pubmed/22194197
https://doi.org/10.1093/dnares/dsu004
https://www.ncbi.nlm.nih.gov/pubmed/24585003
https://doi.org/10.1007/s10142-014-0398-8
https://doi.org/10.3389/fgene.2021.794305
https://doi.org/10.3389/fpls.2022.1091620
https://doi.org/10.3389/fpls.2016.00899
https://doi.org/10.1016/j.pbi.2009.07.002
https://doi.org/10.4161/psb.6.1.13999
https://doi.org/10.1105/tpc.105.037796
https://www.ncbi.nlm.nih.gov/pubmed/16361392
https://doi.org/10.1104/pp.16.01903
https://www.ncbi.nlm.nih.gov/pubmed/28096190
https://doi.org/10.1242/dev.191734
https://www.ncbi.nlm.nih.gov/pubmed/33028608
https://doi.org/10.1105/tpc.108.059584
https://www.ncbi.nlm.nih.gov/pubmed/18723577
https://doi.org/10.1073/pnas.0706547105
https://www.ncbi.nlm.nih.gov/pubmed/18077346
https://doi.org/10.4161/psb.5.2.10411
https://www.ncbi.nlm.nih.gov/pubmed/20023424
https://doi.org/10.1074/jbc.M109.096644
https://doi.org/10.1111/j.1469-8137.2011.04033.x
https://doi.org/10.1104/pp.112.207621
https://doi.org/10.1105/tpc.106.045674
https://www.ncbi.nlm.nih.gov/pubmed/17122069


Int. J. Mol. Sci. 2023, 24, 17308 22 of 24

32. Nishiyama, R.; Watanabe, Y.; Leyva-Gonzalez, M.A.; Ha, C.V.; Fujita, Y.; Tanaka, M.; Seki, M.; Yamaguchi-Shinozaki, K.; Shinozaki,
K.; Herrera-Estrella, L.; et al. Arabidopsis AHP2, AHP3, and AHP5 histidine phosphotransfer proteins function as redundant
negative regulators of drought stress response. Proc. Natl. Acad. Sci. USA 2013, 110, 4840–4845. [CrossRef] [PubMed]

33. Ha, C.V.; Mostofa, M.G.; Nguyen, K.H.; Tran, C.D.; Watanabe, Y.; Li, W.; Osakabe, Y.; Sato, M.; Toyooka, K.; Tanaka, M.; et al. The
histidine phosphotransfer AHP4 plays a negative role in Arabidopsis plant response to drought. Plant J. 2022, 111, 1732–1752.
[CrossRef] [PubMed]

34. Nguyen, K.H.; Ha, C.V.; Nishiyama, R.; Watanabe, Y.; Leyva-González, M.A.; Fujita, Y.; Tran, U.T.; Li, W.; Tanaka, M.; Seki, M.;
et al. Arabidopsis type B cytokinin response regulators ARR1, ARR10, and ARR12 negatively regulate plant responses to drought.
Proc. Natl. Acad. Sci. USA 2016, 113, 3090–3095. [CrossRef] [PubMed]

35. Nakamichi, N.; Kusano, M.; Fukushima, A.; Kita, M.; Ito, S.; Yamashino, T.; Saito, K.; Sakakibara, H.; Mizuno, T. Transcript
profiling of an Arabidopsis PSEUDO RESPONSE REGULATOR arrhythmic triple mutant reveals a role for the circadian clock in
cold stress response. Plant Cell Physiol. 2009, 50, 447–462. [CrossRef] [PubMed]

36. Sun, L.; Zhang, Q.; Wu, J.; Zhang, L.; Jiao, X.; Zhang, S.; Zhang, Z.; Sun, D.; Lu, T.; Sun, Y. Two rice authentic histidine
phosphotransfer proteins, OsAHP1 and OsAHP2, mediate cytokinin signaling and stress responses in rice. Plant Physiol. 2014,
165, 335–345. [CrossRef] [PubMed]

37. Wang, W.-C.; Lin, T.-C.; Kieber, J.; Tsai, Y.-C. Response regulators 9 and 10 negatively regulate salinity tolerance in rice. Plant Cell
Physiol. 2019, 60, 2549–2563. [CrossRef] [PubMed]

38. Bhaskar, A.; Paul, L.K.; Sharma, E.; Jha, S.; Jain, M.; Khurana, J.P. OsRR6, a Type-A response regulator in rice, mediates cytokinin,
light and stress responses when over-expressed in Arabidopsis. Plant Physiol. Biochem. 2021, 161, 98–112. [CrossRef]

39. Zhao, L.; Guo, L.; Lu, X.; Malik, W.A.; Zhang, Y.; Wang, J.; Chen, X.; Wang, S.; Wang, J.; Wang, D.; et al. Structure and character
analysis of cotton response regulator genes family reveals that GhRR7 responses to draught stress. Biol. Res. 2022, 55, 27.
[CrossRef]

40. Camacho, C.; Coulouris, G.; Avagyan, V.; Ma, N.; Papadopoulos, J.; Bealer, K.; Madden, T.L. BLAST+: Architecture and
applications. BMC Bioinf. 2009, 10, 421. [CrossRef]

41. Potter, S.C.; Luciani, A.; Eddy, S.R.; Park, Y.; Lopez, R.; Finn, R.D. HMMER web server: 2018 update. Nucleic Acids Res. 2018, 46,
W200–W204. [CrossRef]

42. Mistry, J.; Chuguransky, S.; Williams, L.; Qureshi, M.; Salazar, G.A.; Sonnhammer, E.L.L.; Tosatto, S.C.E.; Paladin, L.; Raj, S.;
Richardson, L.J.; et al. Pfam: The protein families database in 2021. Nucleic Acids Res. 2021, 49, D412–D419. [CrossRef] [PubMed]

43. Lu, S.; Wang, J.; Chitsaz, F.; Derbyshire, M.K.; Geer, R.C.; Gonzales, N.R.; Gwadz, M.; Hurwitz, D.I.; Marchler, G.H.; Song, J.S.;
et al. CDD/SPARCLE: The conserved domain database in 2020. Nucleic Acids Res. 2020, 48, D265–D268. [CrossRef] [PubMed]

44. Letunic, I.; Doerks, T.; Bork, P. SMART 7: Recent updates to the protein domain annotation resource. Nucleic Acids Res. 2012, 40,
D302–D305. [CrossRef] [PubMed]

45. Wang, W.; Hall, A.E.; O’Malley, R.; Bleecker, A.B. Canonical histidine kinase activity of the transmitter fomain of the ETR1
Ethylene Receptor from Arabidopsis is not required for signal transmission. Proc. Natl. Acad. Sci. USA 2003, 100, 352–357.
[CrossRef] [PubMed]

46. Binder, B.M.; O’Malley, R.C.; Wang, W.; Moore, J.M.; Parks, B.M.; Spalding, E.P.; Bleecker, A.B. Arabidopsis seedling growth
response and recovery to ethylene. A kinetic analysis. Plant Physiol. 2004, 136, 2913–2920. [CrossRef] [PubMed]

47. Nagatani, A. Phytochrome: Structural basis for its functions. Curr. Opin. Plant Biol. 2010, 13, 565–570. [CrossRef]
48. Xiong, A.; Jayaswal, R.K. Molecular characterization of a chromosomal determinant conferring resistance to zinc and cobalt ions

in Staphylococcus aureus. J. Bacteriol. 1998, 180, 4024–4029. [CrossRef]
49. Bowers, J.E.; Chapman, B.A.; Rong, J.; Paterson, A.H. Unravelling angiosperm genome evolution by phylogenetic analysis of

chromosomal duplication events. Nature 2003, 422, 433–438. [CrossRef]
50. Zhang, G.; Zhou, J.; Peng, Y.; Tan, Z.; Li, L.; Yu, L.; Jin, C.; Fang, S.; Lu, S.; Guo, L.; et al. Genome-Wide association studies of salt

tolerance at seed germination and seedling stages in Brassica napus. Front. Plant Sci. 2022, 12, 772708. [CrossRef]
51. Yang, Z.; Wang, S.; Wei, L.; Huang, Y.; Liu, D.; Jia, Y.; Luo, C.; Lin, Y.; Liang, C.; Hu, Y.; et al. BnIR: A multi-omics database with

various tools for Brassica napus research and breeding. Mol. Plant 2023, 16, 775–789. [CrossRef]
52. Deng, Y.; Dong, H.; Mu, J.; Ren, B.; Zheng, B.; Ji, Z.; Yang, W.-C.; Liang, Y.; Zuo, J. Arabidopsis Histidine Kinase CKI1 Acts

Upstream of HISTIDINE PHOSPHOTRANSFER PROTEINS to Regulate Female Gametophyte Development and Vegetative
Growth. Plant Cell 2010, 22, 1232–1248. [CrossRef] [PubMed]

53. Pan, Y.-J.; Wang, D.; Zhu, L.-H.; Fu, B.-Y.; Li, Z.-K. Differential expressions of two-component element genes in rice under drought
stress. Acta Agron. Sin. 2009, 35, 1628–1636. [CrossRef]

54. Kang, N.Y.; Cho, C.; Kim, N.Y.; Kim, J. Cytokinin receptor-dependent and receptor-independent pathways in the dehydration
response of Arabidopsis Thaliana. J. Plant Physiol. 2012, 169, 1382–1391. [CrossRef] [PubMed]

55. Liu, J.; Liu, J.; Deng, L.; Liu, H.; Liu, H.; Zhao, W.; Zhao, Y.; Sun, X.; Fan, S.; Wang, H.; et al. An intrinsically disordered
region-containing protein mitigates the drought-growth trade-off to boost yields. Plant Physiol. 2023, 192, 274–292. [CrossRef]

56. Zhang, X.; Fang, T.; Huang, Y.; Sun, W.; Cai, S. Transcriptional regulation of photomorphogenesis in seedlings of Brassica Napus
under different light qualities. Planta 2022, 256, 77. [CrossRef]

57. Ambros, S.; Kotewitsch, M.; Wittig, P.R.; Bammer, B.; Mustroph, A. Transcriptional response of two Brassica napus cultivars to
short-term hypoxia in the root zone. Front. Plant Sci. 2022, 13, 897673. [CrossRef]

https://doi.org/10.1073/pnas.1302265110
https://www.ncbi.nlm.nih.gov/pubmed/23487796
https://doi.org/10.1111/tpj.15920
https://www.ncbi.nlm.nih.gov/pubmed/35883014
https://doi.org/10.1073/pnas.1600399113
https://www.ncbi.nlm.nih.gov/pubmed/26884175
https://doi.org/10.1093/pcp/pcp004
https://www.ncbi.nlm.nih.gov/pubmed/19131357
https://doi.org/10.1104/pp.113.232629
https://www.ncbi.nlm.nih.gov/pubmed/24578505
https://doi.org/10.1093/pcp/pcz149
https://www.ncbi.nlm.nih.gov/pubmed/31359043
https://doi.org/10.1016/j.plaphy.2021.01.047
https://doi.org/10.1186/s40659-022-00394-2
https://doi.org/10.1186/1471-2105-10-421
https://doi.org/10.1093/nar/gky448
https://doi.org/10.1093/nar/gkaa913
https://www.ncbi.nlm.nih.gov/pubmed/33125078
https://doi.org/10.1093/nar/gkz991
https://www.ncbi.nlm.nih.gov/pubmed/31777944
https://doi.org/10.1093/nar/gkr931
https://www.ncbi.nlm.nih.gov/pubmed/22053084
https://doi.org/10.1073/pnas.0237085100
https://www.ncbi.nlm.nih.gov/pubmed/12509505
https://doi.org/10.1104/pp.104.050369
https://www.ncbi.nlm.nih.gov/pubmed/15466220
https://doi.org/10.1016/j.pbi.2010.07.002
https://doi.org/10.1128/JB.180.16.4024-4029.1998
https://doi.org/10.1038/nature01521
https://doi.org/10.3389/fpls.2021.772708
https://doi.org/10.1016/j.molp.2023.03.007
https://doi.org/10.1105/tpc.108.065128
https://www.ncbi.nlm.nih.gov/pubmed/20363773
https://doi.org/10.1016/S1875-2780(08)60105-4
https://doi.org/10.1016/j.jplph.2012.05.007
https://www.ncbi.nlm.nih.gov/pubmed/22704545
https://doi.org/10.1093/plphys/kiad074
https://doi.org/10.1007/s00425-022-03991-3
https://doi.org/10.3389/fpls.2022.897673


Int. J. Mol. Sci. 2023, 24, 17308 23 of 24

58. Guntzer, F.; Keller, C.; Meunier, J.-D. Benefits of plant silicon for crops: A review. Agron. Sustain. Dev. 2012, 32, 201–213. [CrossRef]
59. Chen, K.; Li, G.-J.; Bressan, R.A.; Song, C.-P.; Zhu, J.-K.; Zhao, Y. Abscisic acid dynamics, signaling, and functions in plants. J.

Integr. Plant Biol. 2020, 62, 25–54. [CrossRef]
60. Trasoletti, M.; Visentin, I.; Campo, E.; Schubert, A.; Cardinale, F. Strigolactones as a hormonal hub for the acclimation and priming

to environmental stress in plants. Plant Cell Environ. 2022, 45, 3611–3630. [CrossRef]
61. Becker, M.G.; Zhang, X.; Walker, P.L.; Wan, J.C.; Millar, J.L.; Khan, D.; Granger, M.J.; Cavers, J.D.; Chan, A.C.; Fernando, D.W.G.;

et al. Transcriptome analysis of the Brassica napus–Leptosphaeria maculans pathosystem identifies receptor, signaling and structural
genes underlying plant resistance. Plant J. 2017, 90, 573–586. [CrossRef] [PubMed]

62. Girard, I.J.; Tong, C.; Becker, M.G.; Mao, X.; Huang, J.; de Kievit, T.; Fernando, W.G.D.; Liu, S.; Belmonte, M.F. RNA sequencing of
Brassica napus reveals cellular redox control of Sclerotinia Infection. J. Exp. Bot. 2017, 68, 5079–5091. [CrossRef] [PubMed]

63. Tadege, M.; Sheldon, C.C.; Helliwell, C.A.; Stoutjesdijk, P.; Dennis, E.S.; Peacock, W.J. Control of flowering time by FLC
orthologues in Brassica napus. Plant J. 2001, 28, 545–553. [CrossRef]

64. Tan, Z.; Xie, Z.; Dai, L.; Zhang, Y.; Zhao, H.; Tang, S.; Wan, L.; Yao, X.; Guo, L.; Hong, D. Genome- and transcriptome-wide
association studies reveal the genetic basis and the breeding history of seed glucosinolate content in Brassica napus. Plant Biotechnol.
J. 2022, 20, 211–225. [CrossRef] [PubMed]

65. Song, J.M.; Guan, Z.; Hu, J.; Guo, C.; Yang, Z.; Wang, S.; Liu, D.; Wang, B.; Lu, S.; Zhou, R.; et al. Eight high-quality genomes
reveal pan-genome architecture and ecotype differentiation of Brassica napus. Nat. Plants 2020, 6, 34–45. [CrossRef] [PubMed]

66. Cai, X.; Chang, L.; Zhang, T.; Chen, H.; Zhang, L.; Lin, R.; Liang, J.; Wu, J.; Freeling, M.; Wang, X. Impacts of allopolyploidization
and structural variation on intraspecific diversification in Brassica rapa. Genome Biol. 2021, 22, 166. [CrossRef]

67. Guo, N.; Liu, F. Genome assemblies and annotations of cauliflower (Brassica Oleracea Var. Botrytis Cv. Korso) and Cabbage
(Brassica Oleracea Var. Capitata Cv. OX-Heart). 2021. Available online: https://figshare.com/collections/Korso_and_OX_heart_
genome_assemblies_and_annotations/5392466/2 (accessed on 2 January 2022). [CrossRef]

68. Gasteiger, E.; Hoogland, C.; Gattiker, A.; Duvaud, S.; Wilkins, M.R.; Appel, R.D.; Bairoch, A. Protein identification and analysis
tools on the expasy server. In The Proteomics Protocols Handbook; Humana Press: Totowa, NJ, USA, 2005; pp. 571–607.

69. Krogh, A.; Larsson, B.; von Heijne, G.; Sonnhammer, E.L. Predicting transmembrane protein topology with a hidden Markov
model: Application to complete genomes. J. Mol. Biol. 2001, 305, 567–580. [CrossRef]

70. Horton, P.; Park, K.J.; Obayashi, T.; Fujita, N.; Harada, H.; Adams-Collier, C.J.; Nakai, K. WoLF PSORT: Protein localization
predictor. Nucleic acids Res. 2007, 35, W585–W587. [CrossRef]

71. Larkin, M.A.; Blackshields, G.; Brown, N.P.; Chenna, R.; McGettigan, P.A.; McWilliam, H.; Valentin, F.; Wallace, I.M.; Wilm, A.;
Lopez, R.; et al. Clustal W and Clustal X version 2.0. Bioinformatics 2007, 23, 2947–2948. [CrossRef]

72. Kumar, S.; Stecher, G.; Tamura, K. MEGA7: Molecular evolutionary genetics analysis version 7.0 for bigger datasets. Mol. Biol.
Evol. 2016, 33, 1870–1874. [CrossRef]

73. Chen, C.; Chen, H.; Zhang, Y.; Thomas, H.R.; Frank, M.H.; He, Y.; Xia, R. TBtools: An integrative toolkit developed for interactive
analyses of big biological Data. Mol. Plant 2020, 13, 1194–1202. [CrossRef]

74. Wang, Y.; Tang, H.; DeBarry, J.D.; Tan, X.; Li, J.; Wang, X.; Lee, T.; Jin, H.; Marler, B.; Guo, H.; et al. MCScanX: A toolkit for
detection and evolutionary analysis of gene synteny and collinearity. Nucleic Acids Res. 2012, 40, e49. [CrossRef]

75. Qiao, X.; Li, Q.; Yin, H.; Qi, K.; Li, L.; Wang, R.; Zhang, S.; Paterson, A.H. Gene duplication and evolution in recurring
polyploidization-diploidization cycles in plants. Genome Biol. 2019, 20, 38. [CrossRef] [PubMed]

76. Lescot, M.; Déhais, P.; Thijs, G.; Marchal, K.; Moreau, Y.; Van de Peer, Y.; Rouzé, P.; Rombauts, S. PlantCARE, a database of
plant cis-acting regulatory elements and a portal to tools for in silico analysis of promoter sequences. Nucleic Acids Res. 2002, 30,
325–327. [CrossRef] [PubMed]

77. Haddad, C.; Trouverie, J.; Arkoun, M.; Yvin, J.-C.; Caïus, J.; Brunaud, V.; Laîné, P.; Etienne, P. Silicon supply affects the root
transcriptome of Brassica napus L. Planta 2019, 249, 1645–1651. [CrossRef] [PubMed]

78. Chao, H.; Li, T.; Luo, C.; Huang, H.; Ruan, Y.; Li, X.; Niu, Y.; Fan, Y.; Sun, W.; Zhang, K.; et al. BrassicaEDB: A gene expression
database for Brassica Crops. Int. J. Mol. Sci. 2020, 21, 5831. [CrossRef] [PubMed]

79. Ma, N.; Wan, L.; Zhao, W.; Liu, H.; Li, J.; Zhang, C. Exogenous strigolactones promote lateral root growth by reducing the
endogenous auxin level in rapeseed. J. Integr. Agric. 2020, 19, 465–482. [CrossRef]

80. Zhang, Y.; Ali, U.; Zhang, G.; Yu, L.; Fang, S.; Iqbal, S.; Li, H.; Lu, S.; Guo, L. Transcriptome analysis reveals genes commonly
responding to multiple abiotic stresses in rapeseed. Mol. Breed. 2019, 39, 158. [CrossRef]

81. Zhu, X.; Liu, J.; Sun, X.; Kuang, C.; Liu, H.; Zhang, L.; Zheng, Q.; Liu, J.; Li, J.; Wang, H.; et al. Stress-induced higher vein density
in the C3–C4 intermediate Moricandia suffruticosa under Drought and Heat Stress. J. Exp. Bot. 2022, 73, 6334–6351. [CrossRef]

82. Kim, D.; Langmead, B.; Salzberg, S.L. HISAT: A fast spliced aligner with low memory requirements. Nat. Methods 2015, 12,
357–360. [CrossRef]

83. Anders, S.; Pyl, P.T.; Huber, W. HTSeq-a Python framework to work with high-throughput sequencing data. Bioinformatics 2015,
31, 166–169. [CrossRef]

84. Kang, H.M.; Sul, J.H.; Service, S.K.; Zaitlen, N.A.; Kong, S.Y.; Freimer, N.B.; Sabatti, C.; Eskin, E. Variance component model to
account for sample structure in genome-wide association studies. Nat. Genet. 2010, 42, 348–354. [CrossRef] [PubMed]

85. Ishida, K.; Niwa, Y.; Yamashino, T.; Mizuno, T. A Genome-Wide compilation of the two-component systems in Lotus Japonicus.
DNA Res. Int. J. Rapid Publ. Rep. Genes Genomes 2009, 16, 237–247. [CrossRef]

https://doi.org/10.1007/s13593-011-0039-8
https://doi.org/10.1111/jipb.12899
https://doi.org/10.1111/pce.14461
https://doi.org/10.1111/tpj.13514
https://www.ncbi.nlm.nih.gov/pubmed/28222234
https://doi.org/10.1093/jxb/erx338
https://www.ncbi.nlm.nih.gov/pubmed/29036633
https://doi.org/10.1046/j.1365-313X.2001.01182.x
https://doi.org/10.1111/pbi.13707
https://www.ncbi.nlm.nih.gov/pubmed/34525252
https://doi.org/10.1038/s41477-019-0577-7
https://www.ncbi.nlm.nih.gov/pubmed/31932676
https://doi.org/10.1186/s13059-021-02383-2
https://figshare.com/collections/Korso_and_OX_heart_genome_assemblies_and_annotations/5392466/2
https://figshare.com/collections/Korso_and_OX_heart_genome_assemblies_and_annotations/5392466/2
https://doi.org/10.6084/m9.figshare.c.5392466.v2
https://doi.org/10.1006/jmbi.2000.4315
https://doi.org/10.1093/nar/gkm259
https://doi.org/10.1093/bioinformatics/btm404
https://doi.org/10.1093/molbev/msw054
https://doi.org/10.1016/j.molp.2020.06.009
https://doi.org/10.1093/nar/gkr1293
https://doi.org/10.1186/s13059-019-1650-2
https://www.ncbi.nlm.nih.gov/pubmed/30791939
https://doi.org/10.1093/nar/30.1.325
https://www.ncbi.nlm.nih.gov/pubmed/11752327
https://doi.org/10.1007/s00425-019-03120-7
https://www.ncbi.nlm.nih.gov/pubmed/30820649
https://doi.org/10.3390/ijms21165831
https://www.ncbi.nlm.nih.gov/pubmed/32823802
https://doi.org/10.1016/S2095-3119(19)62810-8
https://doi.org/10.1007/s11032-019-1052-x
https://doi.org/10.1093/jxb/erac253
https://doi.org/10.1038/nmeth.3317
https://doi.org/10.1093/bioinformatics/btu638
https://doi.org/10.1038/ng.548
https://www.ncbi.nlm.nih.gov/pubmed/20208533
https://doi.org/10.1093/dnares/dsp012


Int. J. Mol. Sci. 2023, 24, 17308 24 of 24

86. Ishida, K.; Yamashino, T.; Nakanishi, H.; Mizuno, T. Classification of the genes involved in the two-component system of the
moss Physcomitrella Patens. Biosci. Biotechnol. Biochem. 2010, 74, 2542–2545. [CrossRef] [PubMed]

87. He, Y.; Liu, X.; Ye, L.; Pan, C.; Chen, L.; Zou, T.; Lu, G. Genome-wide identification and expression analysis of two-component
system genes in tomato. Int. J. Mol. Sci. 2016, 17, 1204. [CrossRef]

88. Ahmad, B.; Azeem, F.; Ali, M.A.; Nawaz, M.A.; Nadeem, H.; Abbas, A.; Batool, R.; Atif, R.M.; Ijaz, U.; Nieves-Cordones, M.;
et al. Genome-wide identification and expression analysis of two component system genes in Cicer arietinum. Genomics 2020, 112,
1371–1383. [CrossRef]

89. Liu, P.; Wang, S.; Wang, X.; Yang, X.; Li, Q.; Wang, C.; Chen, C.; Shi, Q.; Ren, Z.; Wang, L. Genome-wide characterization of
two-component system (TCS) genes in melon (Cucumis melo L.). Plant Physiol. Biochem. 2020, 151, 197–213. [CrossRef]

90. He, L.; Zhang, F.; Wu, X.; Hu, Y.; Dong, L.; Dewitte, W.; Wen, B. Genome-wide characterization and expression of two-component
system genes in cytokinin-regulated gall formation in Zizania latifolia. Plants 2020, 9, 1409. [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/10.1271/bbb.100623
https://www.ncbi.nlm.nih.gov/pubmed/21150091
https://doi.org/10.3390/ijms17081204
https://doi.org/10.1016/j.ygeno.2019.08.006
https://doi.org/10.1016/j.plaphy.2020.03.017
https://doi.org/10.3390/plants9111409

	Introduction 
	Results 
	Identification of Two-Component System Genes in Brassica napus and Its Two Diploid Progenitors 
	Histidine Kinase Proteins in Rapeseed 
	Histidine Phosphotransfer Proteins in Rapeseed 
	Response Regulators in Rapeseed 

	Phylogenetic Analysis 
	Genomic Distribution, Gene Duplication, and Synteny Analysis 
	Natural Variations of the BnaTCS Genes 
	Cis-Elements Analysis of the BnaTCS Genes 
	Expression Analysis of BnaTCS Genes 
	Expression Profiles in Various B. napus Organs 
	Expression of BnaTCS Genes in Response to Abiotic Stresses 
	Expression of BnaTCS Genes in Response to Biotic Stresses 


	Discussion 
	Materials and Methods 
	Identification and Property Analysis of BnaTCS Genes 
	Phylogenetic Analysis, Genetic Structure, and Conserved Motifs Analysis 
	Chromosome Location, Gene Synteny, and Duplicate Analysis 
	Cis-Acting Regulatory Elements Analysis 
	Expression Analyses Based on RNA-seq Data 
	Nucleotide Diversity 

	Conclusions 
	References

