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Abstract: MADS-box transcription regulators play important roles in plant growth and development.
However, very few MADS-box genes have been isolated in the genus Taraxacum, which consists of
more than 3000 species. To explore their functions in the promising natural rubber (NR)-producing
plant Taraxacum kok-saghyz (TKS), MADS-box genes were identified in the genome of TKS and the
related species Taraxacum mongolicum (TM; non-NR-producing) via genome-wide screening. In total,
66 TkMADSs and 59 TmMADSs were identified in the TKS and TM genomes, respectively. From
diploid TKS to triploid TM, the total number of MADS-box genes did not increase, but expansion
occurred in specific subfamilies. Between the two genomes, a total of 11 duplications, which promoted
the expansion of MADS-box genes, were identified in the two species. TkMADS and TmMADS were
highly conserved, and showed good collinearity. Furthermore, most TkMADS genes exhibiting tissue-
specific expression patterns, especially genes associated with the ABCDE model, were preferentially
expressed in the flowers, suggesting their conserved and dominant functions in flower development
in TKS. Moreover, by comparing the transcriptomes of different TKS lines, we identified 25 TkMADSs
related to biomass formation and 4 TkMADSs related to NR content, which represented new targets
for improving the NR yield of TKS.

Keywords: MADS-box gene; Taraxacum kok-saghyz; Taraxacum mongolicum; collinearity; biomass;
natural rubber biosynthesis

1. Introduction

MADS-box gene families are widespread in plants, animals, and fungi. MADS-box
transcription factors share a highly conserved MADS domain consisting of 56–58 amino
acids [1]. Based on their protein structure, MADS-box transcription factors can be classified
into two types, type I and type II [2]. Type I proteins have only a MADS domain, and
can be further classified into three subclasses, i.e., Mα, Mβ, and Mγ [3]. Type II genes
include Myocyte enhancer factor 2 (MEF2)-like genes in animals and fungi, and MIKC-type
genes in plants; the products of these genes contain a MADS (M) domain, an intervening
(I) domain, a keratin-like (K) domain, and a C-terminal (C) domain [4]. The conserved
MADS domain is responsible for the DNA binding, nuclear localization, and dimerization
of proteins. The I and K domains are essential for the dimerization and interactions
of proteins, while the C domain is highly variable and is required for transcriptional
activation [3,4]. Based on phylogenetic relationships and structural features, plant MIKC
genes can be further subdivided into the MIKCC and MIKC* types, and the MIKCC type
can be further divided into fourteen distinct subfamilies [5]. With the development of

Int. J. Mol. Sci. 2023, 24, 10997. https://doi.org/10.3390/ijms241310997 https://www.mdpi.com/journal/ijms

https://doi.org/10.3390/ijms241310997
https://doi.org/10.3390/ijms241310997
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/ijms
https://www.mdpi.com
https://doi.org/10.3390/ijms241310997
https://www.mdpi.com/journal/ijms
https://www.mdpi.com/article/10.3390/ijms241310997?type=check_update&version=2


Int. J. Mol. Sci. 2023, 24, 10997 2 of 23

high-throughput sequencing technology, a large number of MADS-box transcription factor-
encoding genes have been identified in a wide variety of plant species, including the model
plant species Arabidopsis [6] and rice [7] and nonmodel plant species including wheat [5],
chrysanthemum [8], watermelon [9], tomato [10], etc.

MADS-box genes play important regulatory roles in plant growth, development, and
stress responses [5,7,11–14]. These genes are ubiquitous in the plant kingdom, and they are
expressed at different stages of development and in different organs [15–17]. The functions
of type II genes, especially MIKCC-type MADS-box genes, have been reported in plants,
but only a few type I genes have been identified. Several MADS-box genes may serve as
important components of gene regulatory networks (GRNs), thus forming the basis of the
stem cell microenvironment [18]. MADS-box genes are involved in the well-known ABCDE
model of flower development. The A-class genes, APETALA1 (AP1) and AP2, determine
sepal identity [19]. The B-class genes, AP3 and PISTILLATA (PI) combined with the A-class
genes control petal identity, while the C-class gene AGAMOUS (AG) and B-class genes
regulate stamen identity, and the C-class gene alone determines carpel formation [20–22].
D-class genes SHATTERPROOF 1 (SHP1), SHP2, and SEEDSTICK (STK) specify ovule
identity and differentiation [23]. Among the flowering-related MADS-domain proteins,
the E-class proteins, which include the four largely redundantly acting SEP subfamily
members (SEP1-4), have specific roles as mediators of higher-order complex formation [24].
Although Taraxacum plants have diverse reproduction characteristics (including apomixis,
self-incompatibility, and self-compatibility), no MADS-box genes regulating floral develop-
ment have been illustrated in Taraxacum plants.

In addition, there is evidence that MADS-box genes regulate root growth and develop-
ment. For example, the MADS-box gene SRD1 regulates the formation and development of
storage roots in sweet potato [25]. A recent study also indicated that MADS-box genes were
involved in the regulation of natural rubber (NR) biosynthesis. Rubber tree HblMADS24
binds to the promoter of HbFPS1, a key enzyme-encoding gene involved in NR biosynthe-
sis, and transcriptionally activates the HbFPS1 promoter, suggesting that HblMADS24 is
a transcriptional activator of HbFPS1 [26]. HbMADS4 binds with the promoter of HbSRPP,
and transient overexpression of HbMADS4 in tobacco was shown to repress the activity of
the HbSRPP promoter significantly [27]. However, the exact regulatory mechanism of the
two MADS-box genes in NR biosynthesis is still unknown. Taraxacum kok-saghyz (TKS) as
a promising alternative rubber-producing species, and Taraxacum mongolicum (TM) belong
to the genus Taraxacum, which comprises more than 3000 species that can synthesize NR,
inulin, dandelion sterol, taraxacerin, choline, and other important metabolites. Although
TKS and TM belong to the same genus (Taraxacum), their metabolites and reproduction
systems are completely different [28]. TM, an agamospermous triploid (2n = 24), is an ex-
cellent plant resource that has the concomitant functions related to both medicine and
foodstuffs, but rarely produces NR in the roots. TKS, which is self-incompatible and diploid
(2n = 16), produces high-quality NR in its roots, which makes it a promising NR-producing
plant and an ideal model plant for studying NR biosynthesis [29]. However, because of
the low biomass and low NR content, extracting NR from TKS roots is very expensive. In
addition, self-incompatibility characteristics make it difficult to preserve the excellent traits
of TKS varieties, but these disadvantages limit the commercial planting of TKS. Although
the important regulatory functions of MADS-box genes in flower development, root mor-
phogenesis, and NR biosynthesis have been reported, very few MADS-box genes in the
Taraxacum genome have been identified, which limits the application of the MADS-box
genes in the domestication and genetic improvement of TKS. Therefore, members of the
MADS-box gene family in TKS and TM were identified through a comprehensive analy-
sis of the available transcriptomic and genomic data, and the phylogenetic classification,
chromosomal distribution, and collinearity features were analyzed in this study. Then,
a comparative analysis of the MADS-box genes between TKS and TM will make it easier
to reveal the evolutionary mechanism of MADS-box genes and identify the genes specific
to the TKS and TM genome. Moreover, genes related to NR yield formation in TKS were
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identified, which represented new targets for increasing the NR yield of TKS via transgenic
and gene editing technologies.

2. Results
2.1. Identification of Taraxacum MADS-Box Genes in the Genomes of TKS and TM

To comprehensively identify MADS-box genes in TKS and TM, we screened the
published genomic data via BLAST and HMMER searches. Moreover, the Arabidopsis
MADS-box protein sequences were also used as queries to perform BLASTP searches
against the TKS and TM genomic databases. Then, genes more than 99% identical or
at the same physical location were considered the same gene. Finally, 66 nonredundant
MADS-box genes with full-length open reading frames (ORFs) were identified from the
TKS genome and named TkMADS-1 to TkMADS-66 (Supplemental Table S1). Similarly,
59 nonredundant MADS-box genes were identified from the TM genome and named
TmMADS-1 to TmMADS-59 (Supplemental Table S2). The sequence length of the TkMADS
proteins ranged from 100 amino acids (TkMADS-54) to 299 amino acids (TkMADS-56), the
MW ranged from 11.54 kDa (TkMADS-54) to 37.03 kDa (TkMADS-49), and the pI ranged
from 4.52 (TkMADS-30) to 11.20 (TkMADS-31). For the TmMADS proteins, their length
ranged from 100 amino acids (TmMADS-25) to 360 amino acids (TmMADS-50), the MW
ranged from 11.58 kDa (TmMADS-25) to 40.96 kDa (TmMADS-50), and the pI ranged
from 4.49 (TmMADS-26) to 10.73 (TmMADS-25). All the TkMADS and TmMADS proteins
contained a MADS domain or a K-box domain, and 31 TkMADSs and 34 TmMADSs
contained both domains. These results indicated that the total number of MADS genes was
not amplified from diploid TKS to triploid TM.

2.2. Phylogenetic Analysis and Classification of TkMADS and TmMADS Proteins

To investigate the phylogenetic relationships among TkMADS, TmMADS, and Ara-
bidopsis MADS-box proteins [6], a phylogenetic tree was generated using MEGA X based
on the neighbor-joining (NJ) method. As shown in Figure 1, 66 TkMADSs and 59 Tm-
MADSs were divided into two types: type I and type II. Type I contained 11 TkMADS
and 17 TmMADS proteins, and type II contained 55 TkMADS and 42 TmMADS proteins.
According to the M domain of the MADS-box proteins, type I members can be further
divided into three subgroups, namely, Mα, Mβ, and Mγ (Figure 2A). The Mα subfamily
included 6 TkMADS and 10 TmMADS members, the Mβ subfamily included 2 TkMADS
and 3 TmMADS members, and the Mγ subfamily included 3 TkMADS and 4 TmMADS
members (Figure 2A). Type II genes can be further divided into the MIKC* and MIKCC

subgroups. Among the MIKC* subgroup, there were three members of both TkMADSs and
TmMADSs. Furthermore, the MIKCC-type proteins were subdivided into 13 subfamilies:
FLC, SEP, DEF (AP3), GLO (PI), AGL15, AGL17, AGL12, AG, STMADS11 (SVP), SQUA
(AP1), TM3 (SOC1), AGL6, and BS (Figure 2B). TkMADS members were distributed in all
13 subfamilies, and TmMADS members were present in 12 subfamilies (the BS subfamily
was excluded). Among them, FLC was the largest subfamily, consisting of 15 TkMADS and
8 TmMADS members, which was larger than that in Arabidopsis. Five subfamilies, SVP, SEP,
SOC1, SQUA, and AGL17, were more abundant in TKS (6 SVP, 6 SEP, 5 SOC1, 5 SQUA,
4 AGL17) than in TM (4 SVP, 4 SEP, 3 SOC1, 4 SQUA, 5 AGL17). Each of the four subfamilies,
AP3, PI, AGL15, and AG, contained two members of TkMADS, while there were 2 AP3,
1 PI, 3 AGL15, and 3 AG members of TmMADS. Both the AGL12 and AGL6 subfamilies
contained only one member of Taraxacum (TKS and TM), and one TkMADS was present in
the BS subfamily, which was absent in TM (Figure 2B). These results demonstrated that
from diploid TKS to triploid TM, although the total number of MADS-box genes did not
increase, specific subfamily genes showed significant expansion, such as the Mα subfamily
in the TM genome and the FLC subfamily in the TKS genome.
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Figure 1. Phylogenetic relationships of Taraxacum and Arabidopsis MADS-box transcription factors.
Phylogenetic analyses were conducted on MADS-box transcription factors from Arabidopsis thaliana
(black), Taraxacum kok-saghyz (TKS, red), and Taraxacum mongolicum (TM, blue). ClustalW was used
for multiple sequence alignment. The phylogenetic tree was constructed using the neighbor-joining
(NJ) method with 1000 bootstrap repeats. Type I proteins are shown in cyan, and type II proteins are
shown in purple.

2.3. Gene Structure and Conserved Motif Analysis of Taraxacum MADS-Box Genes

To reveal the structural diversity of Taraxacum MADS-box genes, the intron/exon
splicing was analyzed via the Gene Structure Display Server (GSDS) program by comparing
the coding DNA sequence (CDS) of each gene with its genomic DNA sequence. As shown
in Figure 3, the gene structures of TkMADS and TmMADS members belonging to the same
subgroup were similar, but the type I and type II genes differed. The intron number of
Taraxacum MADS-box genes ranged from 0 to 10. Most type I TkMADS and TmMADS genes



Int. J. Mol. Sci. 2023, 24, 10997 5 of 23

had no introns; however, three TkMADS and two TmMADS genes contained one intron.
The intron/exon structures of the type II genes were more complex than those of the type
I genes. There were more than three introns in the type II genes, except that TkMADS-34
and TmMADS-25 had no introns. In addition, the highly homologous genes of the same
subclade presented similar intron/exon splicing features, and these genes differed only
in the length of introns and exons. However, some genes of the same subgroup exhibited
different intron/exon arrangements. For example, TkMADS-53 had eight exons, whereas
its homolog TkMADS-54 had only four exons; nonetheless, they showed a high degree of
similarity in phylogenetic relationships.
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Figure 2. Phylogenetic analyses of the type I and type II MADS-box transcription factors. Phylogenetic
analyses were performed on the type I (A) and type II (B) MADS-box transcription factors from
Arabidopsis thaliana (black), TKS (red), and TM (blue). ClustalW was used for multiple sequence
alignment. The phylogenetic tree was constructed using the NJ method with 1000 bootstrap repeats.
Each subclade is represented by a specific color.

To clarify the conserved motifs of TkMADS and TmMADS proteins, the MEME
program was used to analyze the conserved motifs, and the SMART online tool was used
to annotate them. The results showed that a total of 25 conserved structural domains,
named motifs 1 to 25, were identified in the TkMADS and TmMADS proteins (Figure 4 and
Supplemental Table S3). Proteins of the same subclade contained the same motifs. Motif 1,
which consists of 42 amino acids, represents the most typical MADS-box domain. Motif 1
was present in 55 (83%) TkMADS and 47 (80%) TmMADS proteins. Motif 2, motif 3, motif 4,
and motif 6 were also conserved and present only in the type II proteins. Motif 2 and motif
4, which represent the K domain and play an important role in protein–protein interactions
of MADS-box proteins, were found only in type II MADS-box proteins. Among the type
II proteins, 47 TkMADS and 41 TmMADS members contained motif 2, and 44 TkMADS
and 30 TmMADS members contained motif 4. However, some motifs (such as motif 13,
motif 14, motif 15, motif 17, and motif 18) were poorly conserved and present only in type
I proteins.
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Figure 3. Gene structures of TkMADS and TmMADS. Analyses of gene structures of TkMADS (A)
and TmMADS (B). Exon–intron structure analyses were performed using the Gene Structure Display
Server (GSDS) database. The lengths of the exons and introns of each gene are shown on the scale
of lines. The blue areas represent the UTR, the yellow areas represent the exons, and the black lines
represent the introns.

2.4. Chromosomal Localization of TkMADSs and TmMADSs in the Genome

Based on the location of 66 TkMADS genes in the TKS genome and 59 TmMADS
genes in the TM genome, their physical location on the chromosomes was mapped using
MapChart. The results showed that Taraxacum MADS-box genes were unevenly distributed
across eight chromosomes of TKS and TM (Figure 5). In the TKS genome, chromosome 3
contained the most TkMADS genes, followed by chromosomes 7, 6, 2, 8, 4, and 1, with 23,
10, 9, 8, 6, 3, and 2 genes, respectively. In the TM genome, the three chromosomes with
most genes were chromosomes 3, 6, and 2, with 14, 12, and 10 TmMADS genes, respectively.
Moreover, 9, 7, 3, and 3 TmMADS genes were mapped onto TM chromosomes 8, 7, 4,
and 1, respectively. Both TKS and TM chromosome 5 contained the fewest MADS-box
genes, each with only one—TkMADS41 and TmMADS31, respectively. In addition, there
were four TkMADS genes mapped onto the pseudochromosome chromosome 0, which
failed to assemble with the other eight chromosomes [28]. Taken together, these results
indicated that gene clusters were present at the chromosome ends, and both TKS and TM
chromosomes 3 and 7 contained MADS-box gene clusters or gene hotspots.
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2.5. Duplication and Synteny Analysis of Taraxacum MADS-Box Genes in the TKS and
TM Genomes

Gene duplication events play an important role in amplifying the number of gene
families and increasing the genome complexity in eukaryotes, and tandem duplication or
fragmental duplication of chromosomal regions usually leads to the expansion of gene
family members [30,31]. Therefore, the duplication events of each TkMADS and TmMADS
gene were analyzed using MCScanX. As shown in Figure 6, eleven duplications were iden-
tified in the TKS genome, involving 17 TkMADS genes (TkMADS-2, TkMADS-8, TkMADS-9,
TkMADS-11, TkMADS-15, TkMADS-16, TkMADS-17, TkMADS-19, TkMADS-20, TkMADS-
23, TkMADS-25, TkMADS-42, TkMADS-48, TkMADS-51, TkMADS-59, TkMADS-63, and
TkMADS-65) (Figure 6A and Table 1). In the TM genome, the TmMADS gene family also ex-
perienced 11 duplication events involving 15 members (TmMADS-5, TmMADS-7, TmMADS-
9, TmMADS-14, TmMADS-17, TmMADS-23, TmMADS-29, TmMADS-32, TmMADS-36,
TmMADS-37, TmMADS-38, TmMADS-43, TmMADS-44, TmMADS-49, and TmMADS-56)
(Figure 6B and Table 1). Some genes, such as TkMADS-48, TkMADS-59, TmMADS-14, and
TmMADS-44, were involved in multiple duplication events.
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a pseudochromosome that failed to assemble with the other eight chromosomes [28].

Furthermore, synteny analysis indicated that TkMADS and TmMADS family mem-
bers showed good collinearity, involving a total of 64 gene pairs (Figure 6C and Table 2).
Among the TkMADS genes, 22 were homologous to only one TmMADS gene each, and
7 TkMADS genes were homologous to two or more TmMADS genes. Five TkMADS genes
were homologous only to non-TmMADS genes in the TM genome, and three TmMADS
genes were homologous only to non-TkMADS genes in the TKS genome. Nineteen Tk-
MADS genes (TkMADS-2, TkMADS-3, TkMADS-4, TkMADS-14, TkMADS-18, TkMADS-21,
TkMADS-22, TkMADS-27, TkMADS-31, TkMADS-32, TkMADS-33, TkMADS-34, TkMADS-
36, TkMADS-37, TkMADS-38, TkMADS-47, TkMADS-50, TkMADS-54, and TkMADS-66)
had no homologous genes in the TM genome (Supplemental Table S4), and these genes
were specific to the TKS genome. Moreover, twenty TmMADS genes (33.9%) had no ho-
mologous genes in the TKS genome, and these genes were unique to the TM genome. In
addition, there were 7135 collinear genes involving 4253 collinear chromosomal regions in
TKS, accounting for 15.78% of the total genes. In the TM genome, there were 5617 collinear
genes (accounting for 12.33% of the total genes) involving 3290 collinear chromosomal
regions. Interestingly, TkMADS and TmMADS genes were located within these collinear
regions (Figure 6C). These results suggested that most TkMADS and TmMADS genes were
derived from the duplication of chromosomal regions, and that the expansion of TkMADS
and TmMADS members was promoted by fragment duplication events.
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duplications within the genomes of TKS (A) and TM (B). (C) All the collinear TkMADS and TmMADS
genes are shown in red lines in the genomes of TKS and TM. The grey lines indicate collinear genes.

Table 1. Duplications of MADS-box genes in the genomes of TKS and TM.

Chr. Subfamily Duplicate Gene Pair Subfamily Chr.

Chr0 SVP(STMADS11) TkMADS-2 TkMADS-8 SVP(STMADS11) Chr2
Chr2 SEP TkMADS-9 TkMADS-16 SEP Chr3
Chr2 TkA02G497120.1 TkMADS-48 SQUA(AP1) Chr6
Chr2 Mα TkMADS-11 TkMADS-65 Mα Chr8
Chr3 FLC TkMADS-17 TkMADS-20 FLC Chr3
Chr3 SEP TkMADS-19 TkMADS-42 SEP Chr6
Chr3 SQUA(AP1) TkMADS-15 TkMADS-48 SQUA(AP1) Chr6
Chr3 SQUA(AP1) TkMADS-25 TkMADS-59 SQUA(AP1) Chr7
Chr3 TM3(SOC1) TkMADS-23 TkMADS-51 TM3(SOC1) Chr7
Chr6 SQUA(AP1) TkMADS-48 TkMADS-59 SQUA(AP1) Chr7
Chr7 SQUA(AP1) TkMADS-59 TkMADS-63 SEP Chr8
Chr2 SEP TmMADS-7 TmMADS-14 SEP Chr3
Chr2 SVP(STMADS11) TmMADS-5 TmMADS-36 SVP(STMADS11) Chr6
Chr2 Mα TmMADS-9 TmMADS-56 Mα Chr8
Chr3 SEP TmMADS-14 TmMADS-38 SQUA(AP1) Chr6
Chr3 TmA03G034970.2 TmMADS-32 SEP Chr6
Chr3 TmA03G052240.1 TmMADS-37 DEF(AP3) Chr6
Chr3 TmA03G052240.1 TmMADS-49 DEF(AP3) Chr7
Chr3 TM3(SOC1) TmMADS-23 TmMADS-44 TM3(SOC1) Chr7
Chr3 FLC TmMADS-17 TmA08G005080.1 Chr8
Chr4 TM3(SOC1) TmMADS-29 TmA05G106130.1 Chr5
Chr6 AGL6 TmMADS-43 TmMADS-44 TM3(SOC1) Chr7
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Table 2. Collinear genes between the TKS and TM genome.

TM Chr. Subfamily Collinear Genes Pair Subfamily TKS Chr.

Chr2 Mα TmMADS-9 TkMADS-65 Mα Chr8
Chr3 SQUA(AP1) TmMADS-18 TkMADS-63 SEP Chr8
Chr8 Mα TmMADS-51 TkA08G096410.1 Chr8
Chr8 GLO(PI) TmMADS-53 TkMADS-61 GLO(PI) Chr8
Chr8 TmA08G002590.3 TkMADS-62 GLO(PI) Chr8
Chr8 TmA08G005080.1 TkMADS-63 SEP Chr8
Chr8 SEP TmMADS-54 TkMADS-64 SEP Chr8
Chr8 Mα TmMADS-56 TkMADS-65 Mα Chr8
Chr4 Mγ TmMADS-28 TkMADS-1 Mγ Chr0
Chr1 AGL17 TmMADS-1 TkMADS-5 AGL17 Chr1
Chr1 Mβ TmMADS-3 TkMADS-6 Mβ Chr1
Chr2 AG TmMADS-4 TkMADS-7 AG Chr2
Chr2 TmA02G114620.2 TkMADS-10 FLC Chr2
Chr2 Mα TmMADS-9 TkMADS-11 Mα Chr2
Chr2 Mα TmMADS-10 TkMADS-12 Mα Chr2
Chr2 TmA02G122710.1 TkMADS-13 Mα Chr2
Chr2 SEP TmMADS-7 TkMADS-9 SEP Chr2
Chr2 SQUA(AP1) TmMADS-8 TkA02G497120.1 Chr2
Chr2 SVP(STMADS11) TmMADS-5 TkMADS-8 SVP(STMADS11) Chr2
Chr8 Mα TmMADS-56 TkMADS-11 Mα Chr2
Chr2 SEP TmMADS-7 TkMADS-15 SQUA(AP1) Chr3
Chr3 AG TmMADS-22 TkA03G524020.3 Chr3
Chr3 TM3(SOC1) TmMADS-23 TkMADS-29 TM3(SOC1) Chr3
Chr3 FLC TmMADS-24 TkMADS-30 FLC Chr3
Chr3 FLC TmMADS-25 TkMADS-35 FLC Chr3
Chr3 FLC TmMADS-17 TkMADS-24 FLC Chr3
Chr3 SQUA(AP1) TmMADS-18 TkMADS-25 SQUA(AP1) Chr3
Chr3 FLC TmMADS-19 TkMADS-26 FLC Chr3
Chr3 TmA03G034970.2 TkMADS-28 AGL15 Chr3
Chr3 FLC TmMADS-15 TkMADS-20 FLC Chr3
Chr3 SEP TmMADS-14 TkMADS-16 SEP Chr3
Chr3 FLC TmMADS-15 TkMADS-17 FLC Chr3
Chr6 SEP TmMADS-32 TkMADS-19 SEP Chr3
Chr6 SQUA(AP1) TmMADS-38 TkMADS-15 SQUA(AP1) Chr3
Chr7 TM3(SOC1) TmMADS-44 TkMADS-23 TM3(SOC1) Chr3
Chr8 TmA08G005080.1 TkMADS-24 FLC Chr3
Chr4 TM3(SOC1) TmMADS-29 TkMADS-39 TM3(SOC1) Chr4
Chr4 Mβ TmMADS-30 TkMADS-40 Mβ Chr4
Chr5 SQUA(AP1) TmMADS-31 TkMADS-41 SQUA(AP1) Chr5
Chr2 SEP TmMADS-7 TkMADS-48 SQUA(AP1) Chr6
Chr2 SVP(STMADS11) TmMADS-5 TkMADS-45 SVP(STMADS11) Chr6
Chr3 SEP TmMADS-14 TkMADS-48 SQUA(AP1) Chr6
Chr6 SVP(STMADS11) TmMADS-36 TkMADS-45 SVP(STMADS11) Chr6
Chr6 DEF(AP3) TmMADS-37 TkMADS-46 DEF(AP3) Chr6
Chr6 Mγ TmMADS-33 TkMADS-43 Mγ Chr6
Chr6 Mγ TmMADS-35 TkMADS-44 Mγ Chr6
Chr6 MIKC* TmMADS-42 TkMADS-49 MIKC* Chr6
Chr6 SEP TmMADS-32 TkMADS-42 SEP Chr6
Chr6 SQUA(AP1) TmMADS-38 TkMADS-48 SQUA(AP1) Chr6
Chr8 TmA08G005080.1 TkMADS-48 SQUA(AP1) Chr6
Chr3 TmA03G052240.1 TkMADS-58 DEF(AP3) Chr7
Chr3 SQUA(AP1) TmMADS-18 TkMADS-59 SQUA(AP1) Chr7
Chr3 TM3(SOC1) TmMADS-23 TkMADS-51 TM3(SOC1) Chr7
Chr6 AGL6 TmMADS-43 TkMADS-51 TM3(SOC1) Chr7
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Table 2. Cont.

TM Chr. Subfamily Collinear Genes Pair Subfamily TKS Chr.

Chr6 DEF(AP3) TmMADS-37 TkMADS-58 DEF(AP3) Chr7
Chr7 MIKC* TmMADS-47 TkMADS-55 BS Chr7
Chr7 MIKC* TmMADS-47 TkMADS-56 MIKC* Chr7
Chr7 AG TmMADS-48 TkMADS-57 AG Chr7
Chr7 DEF(AP3) TmMADS-49 TkMADS-58 DEF(AP3) Chr7
Chr7 MIKC* TmMADS-50 TkMADS-60 MIKC* Chr7
Chr7 TM3(SOC1) TmMADS-44 TkMADS-51 TM3(SOC1) Chr7
Chr7 SVP(STMADS11) TmMADS-45 TkMADS-52 SVP(STMADS11) Chr7
Chr7 TmA07G095680.1 TkMADS-53 AGL17 Chr7
Chr8 TmA08G005080.1 TkMADS-59 SQUA(AP1) Chr7

2.6. Expression Profiles of TkMADS in Different Tissues of TKS

To identify the TkMADS genes involved in specific tissue development, the expression
patterns of 66 TkMADS genes were analyzed in different tissues of TKS via qRT-PCR.
As shown in Figure 7, the results indicated that most TkMADSs were expressed in all
organs of TKS but exhibited tissue-specific expression patterns. In total, 35 genes (53%),
namely, 8 type I genes (73%) and 27 type II genes (49%), were preferentially expressed in
the flowers, suggesting that TkMADS genes have important roles involving reproductive
growth in TKS. Similar expression patterns were detected for genes belonging to the
same subclade, especially genes associated with the ABCDE model, suggesting that their
functions are conserved and redundant after duplication. Except for TkMADS-59 (AP1),
all genes associated with the ABCDE model were preferentially expressed in the flowers,
including the A-class genes TkMADS-15, TkMADS-25 TkMADS-41, and TkMADS-48 (AP1);
B-class genes TkMADS-61 and TkMADS-62 (PI), TkMADS-46 and TkMADS-58 (AP3); C-class
genes TkMADS-7 and TkMADS-57 (AG); and the E-class genes TkMADS-9, TkMADS-16,
TkMADS-19, TkMADS-42, TkMADS-64, and TkMADS-63 (SEP). A total of 17 TkMADSs (all
type II) were preferentially expressed in the roots, with expression levels more than twice
those in the leaves or flowers (Figure 7). Among the expression levels of these genes, that of
TkMADS-52 was particularly high in the roots, and the level was 60 times higher than that
in the flowers. These results suggested that these TkMADS genes may play an important
role in root morphogenesis. Fourteen genes (namely, 3 type I genes and 11 type II genes)
were preferentially expressed in the leaves. However, no TkMADS-23 transcripts were
detected in any of the analyzed tissues. Genes belonging to the same subfamily did not
always exhibit the same expression patterns; this was true for some genes in the Mα and Mγ

subfamilies (type I) and some genes in the FLC, SVP, AGL17, AGL12, and TM3 subfamilies
(type II).

2.7. Identification of TkMADS Genes Related to Biomass Formation in TKS

To increase the biomass of TKS, tetraploid TKS 4X plants were generated via oryzalin
treatment [32]. Compared with those of wild-type (WT) TKS 1151 (a diploid), the leaf and
root biomass of the tetraploid 4X plants significantly increased under different planting
conditions (Figure 8A,B). Comparison of the 6-month-old plants showed that the leaf length
and leaf width of tetraploid 4X increased by 72.4% and 95.8%, respectively. The number of
lateral roots of 4X was 2.4 times that of WT 1151, and the taproot diameter was increased
by 40.9%. Compared with that of the WT, the fresh root weight of 4X increased by 19.6%.
In terms of NR content, there was no significant difference between the WT and tetraploid
plants (Table 3). Although the NR content of the tetraploid 4X did not improve, a significant
increase in the root biomass will increase the overall NR yield. To identify MADS-box
genes associated with biomass formation in TKS, the leaf and root transcriptomic data of
tetraploid TKS (4X, large biomass) and wild-type diploid TKS (1151, small biomass) plants
were compared. A total of 39,468,474 (1151L), 41,527,124 (1151R), 42,506,920 (4XL), and
40,065,188 (4XR) clean reads were generated, of which more than 88% reads mapped to
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the TKS reference genome (GWH; http://bigd.big.ac.cn/gwh/, accessed on 21 December
2021) [28] (Supplemental Table S6). After functional annotation, 44 and 45 TkMADSs
were expressed in the leaves and roots, respectively, of tetraploid 4X plants, while 43 and
44 TkMADSs were expressed in the leaves and roots, respectively, of diploid 1151 plants
(Supplemental Table S7). Furthermore, comparative analysis of the leaf transcriptomes of
4XL vs. 1151L revealed that 16 TkMADS were differentially expressed, with 6 upregulated
genes and 10 downregulated genes detected in 4XL (Figure 8C). A comparison of the
root transcriptomes of 4XR vs. 1151R indicated that 6 TkMADSs were upregulated in
4XR and that 5 TkMADSs were downregulated in 4XR (Figure 8E). Moreover, the relative
expression levels of these differentially expressed genes (DEGs) were verified via qRT-PCR
(Figure 8D,F), and the results were consistent with those of the RNA-seq data. Among these
DEGs, TkMADS-29 was upregulated in both 4XL and 4XR, with expression levels being
6.2-fold and 2.8-fold those in 1151L and 1151R, respectively. The expression of TkMADS-59
was upregulated in 4XL but downregulated in 4XR. Taken together, these results suggested
that the differentially expressed TkMADSs identified in tetraploid TKS may be important
transcription factors that regulate biomass formation in TKS.
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Figure 8. Expression of TkMADS genes related to biomass formation in tetraploid and diploid TKS.
Phenotypes of tetraploid 4X and diploid 1151 plants cultured in a growth chamber (A) and non–
temperature-controlled greenhouses (B) for 6 months. Differentially expressed TkMADS genes were
identified by comparisons between the RNA-seq data of 4XL and 1151L (C) and between those of
4XR and 1151R (E) and further verified via qRT-PCR (D,F).

Table 3. Comparison of characteristics of tetraploid TKS and its wild type.

Characteristics Wild Type 1151 Tetraploid 4X

Leaf length 10.66 ± 0.37 18.37 ± 1.30 *
Leaf width 2.08 ± 0.01 4.07 ± 0.03 **
Number of lateral roots 8.00 ± 1.00 19.00 ± 1.73 **
Taproot diameter (cm) 2.53 ± 0.07 3.57 ± 0.34 *
Fresh root weight (g) 65.87 ± 1.15 78.76 ± 2.39 **
NR content (%) 3.82 ± 0.23 3.64 ± 0.22

* represents significant difference with p < 0.05; ** represents significant difference with p < 0.01.

2.8. Identification of TkMADS Genes Related to NR Biosynthesis in TKS

To explore the MADS-box genes related to NR biosynthesis in TKS roots, the root
transcriptomic data of different high-NR content (HNR) lines (i.e., X51, X52, and X53) and
low-NR content (LNR) lines (i.e., 166, 615, and 619) [33] were systematically analyzed. The
results showed that 22 TkMADS genes were expressed in the HNR group, and 23 TkMADS
genes were expressed in the LNR group (Supplemental Table S8). Moreover, compara-
tive analysis of the root transcriptomes of HNR vs. LNR revealed that four TkMADSs
(TkMADS-5, TkMADS-24, TkMADS-58, and TkMADS-59) were significantly differentially
expressed in the HNR group. The expression abundances of TkMADS-5, TkMADS-24, and
TkMADS-59 in the HNR group were significantly higher than those in the LNR group,
whereas the expression of TkMADS-58 was significantly lower than that in the LNR group
(Supplemental Table S8). Furthermore, the relative expression levels of these differentially
expressed TkMADS genes in the roots of the plants in the HNR and LNR groups were
verified via qRT-PCR (Figure 9), the results of which were consistent with the results of
RNA-seq. The average expression levels of TkMADS-5, TkMADS-24, and TkMADS-59
in the three HNR lines were 50.7, 6.7, and 3.2 times those in the LNR lines, respectively.
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However, the average expression level of TkMADS-58 in the three HNR lines was only
26.2% of that in the LNR lines (Figure 9). The correlation analysis between the NR content
of the six TKS lines and the expression levels of these four TkMADS genes demonstrated
that the expression of TkMADS-5, TkMADS-24, and TkMADS-59 was positively correlated
with the NR content in TKS roots (p < 0.01) and that TkMADS-58 expression was nega-
tively correlated with the NR content (p < 0.01) (Table 4). Taken together, these results
suggested that TkMADS-5, TkMADS-24, TkMADS-58, and TkMADS-59 may be important
transcription factors in regulating NR biosynthesis in TKS.
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Figure 9. Expression of TkMADS genes related to NR biosynthesis in different lines of TKS verified
via qRT-PCR. The high NR content (HNR) group includes X51, X52, and X53, and the low NR content
(LNR) group includes 166, 615, and 619.

Table 4. Correlation analysis of NR content and gene expression level.

Correlation Coefficient
NR Content TKMADS-5 TKMADS-24 TkMADS-58 TKMADS59

Relevance

NR content 1.000
TkMADS-5 0.945 ** 1.000
TkMADS-24 0.975 ** 0.890 ** 1.000
TkMADS-58 −0.724 ** −0.593 ** −0.686 ** 1.000
TkMADS-59 0.971 ** 0.901 ** 0.994 ** −0.613 ** 1.000

** represents significant difference with p < 0.01.

3. Discussion

Plant MADS-box genes regulate diverse biological processes, including vegetative
growth and reproductive development, especially processes related to the development
of inflorescences, flowers, and fruits [34,35]. The number of MADS-box genes varies
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greatly among different species. The retention of duplicate genes differs across species,
leading to different numbers of MADS-box genes among different species, with different
evolutionary constraints [36]. There are 109 MADS-box gene members in Arabidopsis [6],
82 members in lettuce [37], and 108 members in chrysanthemum [8]. A recently published
article revealed that there are 78, 54, and 57 MADS-box genes in the diploid Taraxacum
officinale (TO, 2n = 2x = 16), TM, and TKS genomes, respectively [38]. The large expansion
in the number of MADS-box genes in TO may be due to the fact that its genome has not
been able to assemble at the chromosomal level, which has 4059 scaffolds with an N50
size of 757 kb [38]. In this study, 66 TkMADS and 59 TmMADS genes were identified in
the TKS and TM genomes, respectively. Compared to the recent article [38], there were
more than 9 and 5 members in the TKS and TM genomes, respectively. The difference
in the gene number may be due to the different parameters used in searching the TKS
and TM genomes, and the use of transcriptome data from several samples completed
in our lab. Taraxacum MADS-box genes identified in the TKS and TM genomes, and
Arabidopsis MADS-box genes can be classified into two types (type I and type II) (Figure 1),
and type I and type II members can be divided into 3 and 14 subfamilies, respectively
(Figure 2). The TkMADS gene family members were present in all 17 subfamilies, and
TmMADS members were present in 16 subfamilies (all but the BS subfamily) (Figure 2B).
Comparing the MADS-box gene family in the three species, we found that there were
fewer type I members in TKS and TM than in Arabidopsis. However, unlike in Arabidopsis,
gene expansion was commonly found for the type II TkMADS and TmMADS genes. These
findings were similar to those in TO [38], chrysanthemum [8], and lettuce [37], and these
species together with TKS and TM belong to the Asteraceae family. We speculated that the
reduction in type I genes and the expansion of type II genes in Taraxacum may contribute
to the adaptability of Taraxacum plants in response to different environmental conditions.
In particular, the FLC subgroup, consisting of 15 TkMADS and 8 TmMADS members,
showed a large degree of gene expansion in Taraxacum, whereas there were only 6 in
Arabidopsis (Figure 2B). FLC acts as a convergence point for environmental and endogenous
pathways that regulate flowering time in Arabidopsis [34]. FLC has been identified as a key
component of the response of some Arabidopsis ecotypes to vernalization [39]. Genes of the
FLC subfamily were also found to have significantly expanded in wheat compared with
Arabidopsis and rice [5]. However, rice [7] and watermelon [9], whose flowering does not
require vernalization, have lost the FLC subfamily. Therefore, the expansion of FLC genes
in vernalizing plants occurred as an adaptation to environmental conditions such as light
and temperature in different regions.

Previous studies have suggested that an intron-rich gene would lose multiple introns
simultaneously by retrotransposition, thereby producing intron-less ancestral genes. In
this study, we found that type I TkMADS and TmMADS genes usually have no introns
or only one intron (Figure 3), which suggests that the loss of multiple introns may have
occurred during MADS-box gene family diversification. This phenomenon may be due to
the diversity in the origin of retrotransposons or differences in the ancestry of the type I
genes in terms of gaining or losing introns [7]. The distribution of introns in type II genes
varies widely. Similar findings have also been reported in Arabidopsis and rice MADS-box
genes [7,40], suggesting the evolutionary conservation of type I MADS-box genes among
different plant species. However, some homologous genes showed different intron/exon
arrangements, indicating that a more complex gene structural evolution may have occurred
for Taraxacum MADS-box genes. Our conserved motif analysis indicated that the same
groups of genes contain similar conserved motifs (Figure 4). These results suggested that
these conserved motifs may play crucial roles in maintaining the conserved functions of
MADS-box genes; this is particularly true for the K-box motif, which is a domain that
functions in protein–protein interactions between MADS-box proteins and is present only
in the type II proteins. However, high structural divergence was also found among different
subgroups. Analyses of the gene structures and conserved motifs could provide more clues
about the evolutionary relationships of the MADS-box genes in the TKS and TM genomes.
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Gene duplication (segmental duplication and tandem duplication) as well as transposi-
tion events are prevalent forces that result in the expansion of family members and increased
genome complexity in eukaryotes [31]. The duplication of more than two genes located on
the same chromosome is evidence of tandem duplication events, whereas gene duplication
that occurs on different chromosomes is identified as segmental duplication [30,41]. Both
tandem duplication and segmental duplication have played crucial roles in MADS-box
gene expansion in the genomes of TKS and TM. In this study, TkMADS and TmMADS genes
were distributed on all 8 chromosomes of Taraxacum, but they were not evenly distributed
on each chromosome. Chromosome 3 in both TKS and TM contained the largest number of
MADS-box genes, with 23 TkMADS and 14 TmMADS genes, respectively. At the same time,
MADS-box gene clusters were present at the distal ends of chromosomes 3 and 7 in TKS and
TM (Figure 5). Notably, genes of the FLC subfamily were concentrated on chromosome 3 in
TKS and TM, suggesting that tandem duplication mechanisms have driven the expansion
of the members of this gene family. Moreover, the functional relevance of TkMADS and
TmMADS genes formed tandem arrays on chromosomes, which may promote the evolution
of new functions.

Synteny analysis revealed that most of the TkMADS and TmMADS genes showed
good collinearity (Figure 6), indicating high homology between the TKS and TM genomes.
Moreover, differentiation of some specific gene members was observed. For example, the
BS subfamily of MADS-box genes was absent in the TM genome, but BS members were
present in the TKS genome (TkMADS-55) (Figure 1). The BS subfamily of MADS-box genes
plays a conserved role in ovule and fruit development [42,43]. Although TKS and TM
are closely related Taraxacum species, their reproduction modes are completely different.
TM undergoes apomixis, while TKS undergoes self-incompatibility. TkMADS-55 of the BS
subfamily was preferentially expressed in the flowers (Figure 7), suggesting that it may be
related to the self-incompatibility of TKS.

Although TKS is a promising NR-producing plant, there are several disadvantages
in need of overcoming for the commercialization process, such as self-incompatibility,
low root biomass, and low NR content. To identify MADS-box genes that regulate the
development of flowers and roots, TkMADS expression profiles were examined in different
tissues of TKS via qRT-PCR in this study. All 66 TkMADSs showed different expression
patterns (Figure 7), which provides insight for future studies on the functions of MADS-box
genes in TKS growth and development. Type II (MIKC) MADS-box genes participate in
almost every aspect of Arabidopsis plant development and constitute an important family of
overall conserved genes [2,3,44,45]. In our study, more than half of the TkMADS members
were preferentially expressed in the flowers, which confirmed their important roles in
the reproduction of TKS. According to the ABCDE model, combinations of MADS-box
proteins of different classes determine flower development and floral organ identity [21].
In the present study, genes associated with the ABCDE model were identified in TKS and
its related species TM. Moreover, high and preferential expression of these genes in TKS
flowers demonstrated their crucial roles in flower development (Figure 7). These genes will
be targets for reproductive improvement and domestication of TKS.

In addition to flower development, increasing numbers of studies have shown that
MADS-box genes play important roles in plant root development and morphogenesis [46].
In Arabidopsis, it was shown that nearly 50% of MIKC genes were expressed in the roots [6].
Moreover, several genes belonging to the AG, SOC1/AGL20, ANR1/AGL44, and AGL18
subfamilies were strongly and preferentially expressed in the roots [47]. AGL12 is mostly
expressed in the root meristem, particularly in the phloem cells of the vascular tissue, and
it is also expressed in atrichoblasts of the root epidermis [48,49]. The AGL17 subfamily is
involved in various functions, including root development, flowering time control, tillering,
stomatal development, and stress response [50–54]. AGL21, another member of the AGL17
clade [55], is also highly expressed in the vascular tissue and in the stem cell niche of the
primary root, including the quiescent center [6,56]. In this paper, nearly 33% of MIKC genes
were preferentially expressed in the roots of TKS, including TkMADS-10, TkMADS-18,
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TkMADS-20, TkMADS-24, TkMADS-30, TkMADS-34, TkMADS-35, TkMADS-36, TkMADS-
37 (FLC subfamily), TkMADS-45, TkMADS-52 (SVP subfamily), TkMADS-47, TkMADS-
53, TkMADS-54 (AGL17 subfamily), TkMADS-21 (AGL12 subfamily), TkMADS-22, and
TkMADS-29 (SOC1 subfamily) (Figure 7). Moreover, comparing the root transcriptomes of
4XR vs. 1151R, we found that TkMADS-21 (AGL12 subfamily), TkMADS-22, TkMADS-29
(SOC1 subfamily), TkMADS-47 (AGL17 subfamily), TkMADS-61 (GLO/PI subfamily), and
TkMADS-64 (AGL6 subfamily) were upregulated in 4XR, whereas TkMADS-2, TkMADS-
4, TkMADS-8 (SVP subfamily), TkMADS-11 (Mα subfamily), TkMADS-59 (AP1/SQUA
subfamily) was downregulated in 4XR (Figure 8D,F). Further study of its functions in
root growth and development will be helpful for increasing the root biomass of TKS via
transgenic and gene editing technologies.

To better understand the role of TkMADS genes involved in NR biosynthesis, we
identified four TkMADSs (TkMADS-5, TkMADS-24, TkMADS-58, and TkMADS-59) that
were differentially expressed between the roots of high-NR content lines and those of the
low-NR content lines (Figure 9). Interestingly, the expression of TkMADS-5, TkMADS-24,
and TkMADS-59 was positively correlated with NR content in TKS roots (p < 0.01), while
TkMADS-58 expression was negatively correlated with NR content (p < 0.01) (Table 4). These
four genes, TkMADS-5 (AGL17 subfamily), TkMADS-24 (FLC subfamily), TkMADS-58 (DEF
subfamily), and TkMADS-59 (AP1/SQUA subfamily), were from different subfamilies
(Figure 1). Members of the DEF subfamily are generally expressed in the flowers [57], the
FLC subfamily members comprise a class of flowering inhibitors [58], the AP1/SQUA
subfamily members are generally expressed in the flowers and fruits [59,60], and the
AGL17 subfamily members are mainly expressed in the roots [46]. We speculated that the
TkMADSs of these subfamilies have evolved new functions in TKS. Here, we provide new
targets for future breeding efforts to improve TKS performance, especially in enhancing
root biomass and NR production.

4. Materials and Methods
4.1. Plant Material and Growth Conditions

Tissue culture-generated seedlings of TKS lines with low-NR content (166, 615, and
619 with 2.09%, 3.09%, and 3.27% NR content, respectively), lines with high NR content
(X51, X52, and X53 with 9.21%, 8.92%, and 9.06% NR content, respectively), 1151 (wild-
type TKS, which is diploid and produces a low amount of biomass), tetraploid TKS 4X
(which produces a large amount of biomass and is induced by oryzalin) [32], and EB1
(which flowers early) were used in this study. The plants were grown in a plant growth
chamber (MMM/Climacell 707, Planegg, Germany) set at 23 ◦C with a 16 h light/8 h
dark photoperiod (light intensity of 13,000 lux). At the flowering stage, samples of leaves,
roots, and flowers were collected from EB1 plants simultaneously and used for expression
analysis of TkMADS genes in different tissues. In addition, the fresh leaves and roots of
four-month-old seedlings of 1151, 4X, 166, 615, 619, X51, X52, and X53 were collected and
subjected to RNA sequencing (RNA-seq) and qRT-PCR analysis.

4.2. Identification of MADS-Box Genes in the TKS and TM Genomes

Local TKS and TM genome and transcriptome databases were established using the
published genomic data of TKS and TM [28]. To identify MADS-box genes in TKS and
TM, two strategies were used: (1) the hidden Markov model (HMM) profiles of the MADS
domain (PF00319) and the K-box domain (PF01486) were used as seed files to search the
protein databases for TKS and TM protein sequences via HMMER 3.0 [61] with an E-
value threshold of 0.05, and (2) MADS protein sequences from Arabidopsis thaliana (http:
//www.ncbi.nlm.nih.gov/genome/4?genome_assembly_id=380024, TAIR10, accessed on
11 July 2019) were used as queries for BLASTP searches against TKS and TM protein
sequences with an E-value cutoff of 0.05. Gene sequences with more than 99% identity or
at the same physical location were considered redundant sequences and were removed
to obtain candidate TkMADS and TmMADS genes. To validate the accuracy of these
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candidate TkMADS and TmMADS genes, the Simple Modular Architecture Research Tool
(SMART) 4.0 was used to confirm the completeness of the MADS-box domain. The online
tool SMS2 (http://www.detaibio.com/sms2/protein_iep.html, accessed on 27 August
2015) was employed to analyze the CG content of TkMADS and TmMADS sequences,
determine the theoretical isoelectric point (PI), and determine molecular weight (MW) of
the encoded proteins.

4.3. Phylogenetic Analysis of TkMADS and TmMADS Proteins

To understand the phylogenetic relationship and classification of TkMADS and Tm-
MADS genes, individual unrooted NJ trees were constructed based on the full-length amino
acid sequences of MADS-box genes from Arabidopsis thaliana (http://www.ncbi.nlm.nih.
gov/genome/4?genome_assembly_id=380024, TAIR10, accessed on 11 July 2019), TKS,
and TM according to reported methods [62–64]. The MADS-box protein sequences were
subsequently aligned via ClustalW. Phylogenetic trees were constructed via MEGA X soft-
ware 10.2.2. All the neighbor-joining (NJ) tree nodes were evaluated via bootstrap analysis
with 1000 replicates, an LG+G model, missing data treatment set to partial deletion, and
site coverage cutoff set to 60%. Branches with bootstrap values under 50% were collapsed.

4.4. Analysis of Gene Structures and Conserved Motifs of Encoded Proteins

The CDS and corresponding genomic DNA sequences of TkMADS and TmMADS
genes were retrieved from the TKS and TM genome sequences to predict gene structure.
The online tool GSDS 2.0 (http://gsds.cbi.pku.edu.cn/index.php, accessed on 10 De-
cember 2014) was used to determine the exon–intron structure [65]. Conserved motifs
of TkMADS and TmMADS proteins were identified via online software MEME 4.12.0
(http://meme-suite.org/tools/meme, accessed on 5 February 2023), with the following
parameters: 10 different motifs, motif width of 6–200 amino acids, and any number of
repetitions. The SMART database was used to annotate the motifs identified via MEME.

4.5. Chromosomal Localization, Duplication, and Collinearity Analysis of the TkMADS and
TmMADS Genes

All the TkMADS and TmMADS genes were mapped to the chromosomes with MapChart
software 2.32, according to their positions in the TKS and TM genomic databases, respec-
tively. Multiple Collinearity Scan Toolkit (MCScanX, Athens, Greece) [66] was employed
to analyze the duplication events for each TkMADS and TmMADS gene with the default
parameters used [67].

4.6. Expression Profiling of TkMADS Genes in Different Tissues

To reveal the expression patterns of the TkMADS genes involved in TKS growth
and development, total RNA was extracted from the roots, leaves, and flowers with the
RNAprep Pure Plant Plus Kit (Polysaccharides & Polyphenolics-rich) (TIANGEN Biotech,
Beijing, China) according to the recommended method of the manufacturer. Then the ex-
tracted RNA was treated with RNase-free DNase I to remove genomic DNA contamination.
The quality and quantity of the extracted RNA were checked via agarose gel electrophore-
sis and the values of A260/A280 (A260/A280 between 1.8 and 2.1) were measured with
a spectrophotometer (Implen P-330-31-10, Munich, Germany). cDNA was synthesized with
oligo (dT)20 primers using M-MLV reverse transcriptase (Promega, Madison, WI, USA)
using 1 µg total RNA as the template. For quantification of the relative expression levels
of TkMADS, qRT-PCR analysis was performed with a CFX96 Real-Time System (Bio-Rad,
Hercules, CA, USA) using the GoTaq qPCR Master Mix (Promega, Madison, WI, USA)
according to the manufacturer’s instructions. The PCR was performed in a 20 µL reaction
mixture containing 1×GoTaq qPCR Master Mix, 0.2 µM each primer, and approximately
30 ng of cDNA per sample. The reaction program was as follows: 2 min at 95 ◦C for denat-
uration, followed by 40 cycles of 10 s at 95 ◦C and 30 s at 60 ◦C. Then raw data acquisition
and analysis were performed using CFX Maestro software 2.3. The TkActin gene (GenBank
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accession: DY824357) was used as an internal standard, and the 2−∆∆CT method was used
to calculate the relative expression levels of target genes [68]. All the experiments were
performed for three biological triplicates with three technical replicates. All the primers
used were designed with Primer 5.0 software and are shown in Supplemental Table S5.

4.7. Identification of TkMADS Genes Related to the Biomass Formation and NR Biosynthesis
in TKS

The leaf and root samples of the tetraploid TKS 4X (large biomass) and wild-type
diploid TKS 1151 (low biomass) were subjected to RNA-seq according to a cBot Cluster
Generation System on an Illumina platform at Biomarker Technology Company (Beijing,
China). RNA concentration and purity was measured using NanoDrop 2000 (Thermo
Fisher Scientific, Wilmington, DE, USA). RNA integrity was assessed using the RNA Nano
6000 Assay Kit of the Agilent Bioanalyzer 2100 system (Agilent Technologies, Santa Clara,
CA, USA). A total amount of 1 µg RNA per sample was used as input material for the
RNA sample preparations. Sequencing libraries were generated using NEBNext UltraTM
RNA Library Prep Kit for Illumina (NEB, Ipswich, MA, USA) following the manufacturer’s
recommendations and index codes were added to attribute sequences to each sample.
Then clustering of the index-coded samples was performed on a cBot Cluster Generation
System using TruSeq PE Cluster Kit v4-cBot-HS (Illumia, San Diego, CA, USA) according
to the manufacturer’s instructions. After cluster generation, the library preparations were
sequenced on an Illumina platform and paired-end reads were generated. Raw data (raw
reads) of fastq format were firstly processed through in-house perl scripts. In this step, clean
data (clean reads) were obtained by removing reads containing adapter, reads containing
ploy-N, and low quality reads from raw data. At the same time, Q20, Q30, GC-content,
and sequence duplication level of the clean data were calculated. All the downstream
analyses were based on clean data with high quality. The adaptor sequences and low-
quality sequence reads were removed from the data sets. Raw sequences were transformed
into clean reads after data processing. These clean reads were then mapped to the TKS
reference genome (GWH; http://bigd.big.ac.cn/gwh/, accessed on 21 December 2021) [28]
using the Hisat2 tools. Only reads with a perfect match or one mismatch were further
analyzed and annotated based on the reference genome. The statistics of raw and clean
reads of each sample are listed in Supplemental Table S6.

The root samples of different TKS lines with low NR content (166, 615 and 619), and
lines with high NR content (X51, X52 and X53) were subjected to RNA-seq according
to the Oxford Nanopore Technologies (ONT) protocol on the PromethION platform at
Biomarker Technology Company (Beijing, China), which was described in detail in our
published article [33]. The raw and clean reads of each sample, and data processing
were performed as described in our previous study [33]. Briefly, raw reads were filtered
with minimum average read quality score = 7 and minimum read length = 500 bp, and
the ribosomal RNAs were discarded. Then, full-length, non-chimeric (FLNC) transcripts
were identified by determining the primers at both ends of the reads. Finally, clusters
of the FLNC transcripts were obtained for each sample after mapping them to the TKS
reference genome (GWH; http://bigd.big.ac.cn/gwh/, accessed on 21 December 2021) with
mimimap2 [28]. The mapped reads were further collapsed via the cDNA_Cupcake package
with min-coverage = 85% and min-identity = 90%, and the 5′ difference was not considered.

Differential expression analysis of two groups was performed using the DESeq2.
Genes with a false discovery rate (FDR) < 0.01 and a fold-change ≥2 according to DESeq
were considered DEGs. To identify TkMADS genes related to biomass formation in TKS,
comparative analysis of the 4XL vs. 1151L leaf transcriptomes and 4XR vs. 1151R root
transcriptomes was conducted. The TKS root transcriptomic databases derived from
different TKS lines with low and high NR contents were used to identify TkMADS genes
related to NR content [33]. The transcript abundance was evaluated using fragments per
kilobase of exon model per million mapped fragments (FPKM) or the counts per million or
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counts of exon model per million mapped reads (CPM) (Supplemental Tables S7 and S8).
Heatmaps of gene transcript abundance were produced from the “heatmap” package in R.

4.8. Statistical Analysis

The data were analyzed with SPSS 24.0 (IBM Corporation, New York, NY, USA),
and p < 0.05 was statistically significant. The correlation analysis was performed via the
correlate tool for partial correlations and two-tailed test of significance, and NR content
was set as the control and gene expression values were set as variables. The histograms
were drawn with OriginPro 2018 (Origin Lab Corporation, Northampton, MA, USA).

5. Conclusions

In this study, a total of 66 TkMADS and 59 TmMADS were identified from the TKS and
TM genomes, and their evolutionary mechanisms, conserved functions and differentiation
of new functions were investigated. From the diploid TKS to triploid TM, the total number
of MADS-box genes had not increased, but expansion occurred in specific subfamilies. The
MADS-box genes in TKS and TM were highly conserved, and showed good collinearity.
Most TkMADS genes of type II were highly expressed in the flowers, suggesting the
conserved and dominant functions of MADS-box genes in flower development and self-
incompatibility in TKS. Moreover, 25 TkMADS genes related to biomass formation, and
4 TkMADS genes related to NR content in TKS were identified, which could serve as
new targets for improving NR yield through transgenic and gene editing technologies.
The TkMADS and TmMADS gene families identified in this study provide important
information for further elucidating the functions of MADS-box genes in Taraxacum species,
and hastening the domestication of TKS.

Supplementary Materials: The supporting information can be downloaded at: https://www.mdpi.
com/article/10.3390/ijms241310997/s1.

Author Contributions: Conceptualization, B.Q. and S.L.; methodology, J.C. and B.Q.; software, J.C.
and Y.Y.; validation, J.C. and C.L.; formal analysis, Q.C.; investigation, J.C.; resources, S.L. and Y.Y.;
data curation, J.C. and B.Q.; writing—original draft preparation, J.C.; writing—review and editing,
B.Q., Y.Y. and S.L.; visualization, J.C.; supervision, S.L.; funding acquisition, B.Q. and S.L. All authors
have read and agreed to the published version of the manuscript.

Funding: This research was funded by National Natural Science Foundation of China (31970364).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Data and materials will be made available upon reasonable request.

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

References
1. Shore, P.; Sharrocks, A.D. The MADS-box family of transcription factors. Eur. J. Biochem. 1995, 229, 1–13. [CrossRef] [PubMed]
2. Alvarez-Buylla, E.R.; Pelaz, S.; Liljegren, S.J.; Gold, S.E.; Burgeff, C.; Ditta, G.S.; de Pouplana, L.R.; Martínez-Castilla, L.; Yanofsky,

M.F. An ancestral MADS-box gene duplication occurred before the divergence of plants and animals. Proc. Natl. Acad. Sci. USA
2000, 97, 5328–5333. [CrossRef] [PubMed]

3. Smaczniak, C.; Immink, R.G.; Angenent, G.C.; Kaufmann, K. Developmental and evolutionary diversity of plant MADS-domain
factors: Insights from recent studies. Development 2012, 139, 3081–3098. [CrossRef]

4. Kaufmann, K.; Melzer, R.; Theissen, G. MIKC-type MADS-domain proteins: Structural modularity, protein interactions and
network evolution in land plants. Gene 2005, 347, 183–198. [CrossRef]

5. Schilling, S.; Kennedy, A.; Pan, S.; Jermiin, L.S.; Melzer, R. Genome-wide analysis of MIKC-type MADS-box genes in wheat:
Pervasive duplications, functional conservation and putative neofunctionalization. New Phytol. 2020, 225, 511–529. [CrossRef]

6. Parenicova, L.; de Folter, S.; Kieffer, M.; Horner, D.S.; Favalli, C.; Busscher, J.; Cook, H.E.; Ingram, R.M.; Kater, M.M.; Davies, B.;
et al. Molecular and phylogenetic analyses of the complete MADS-box transcription factor family in Arabidopsis: New openings
to the MADS world. Plant Cell 2003, 15, 1538–1551. [CrossRef]

https://www.mdpi.com/article/10.3390/ijms241310997/s1
https://www.mdpi.com/article/10.3390/ijms241310997/s1
https://doi.org/10.1111/j.1432-1033.1995.tb20430.x
https://www.ncbi.nlm.nih.gov/pubmed/7744019
https://doi.org/10.1073/pnas.97.10.5328
https://www.ncbi.nlm.nih.gov/pubmed/10805792
https://doi.org/10.1242/dev.074674
https://doi.org/10.1016/j.gene.2004.12.014
https://doi.org/10.1111/nph.16122
https://doi.org/10.1105/tpc.011544


Int. J. Mol. Sci. 2023, 24, 10997 21 of 23

7. Arora, R.; Agarwal, P.; Ray, S.; Singh, A.K.; Singh, V.P.; Tyagi, A.K.; Kapoor, S. MADS-box gene family in rice: Genome-wide
identification, organization and expression profiling during reproductive development and stress. BMC Genom. 2007, 8, 242.
[CrossRef]

8. Won, S.Y.; Jung, J.A.; Kim, J.S. Genome-wide analysis of the MADS-Box gene family in Chrysanthemum. Comput. Biol. Chem.
2021, 90, 107424. [CrossRef] [PubMed]

9. Wang, P.; Wang, S.; Chen, Y.; Xu, X.; Guang, X.; Zhang, Y. Genome-wide analysis of the MADS-box gene family in watermelon.
Comput. Biol. Chem. 2019, 80, 341–350. [CrossRef]

10. Wang, Y.; Zhang, J.; Hu, Z.; Guo, X.; Tian, S.; Chen, G. Genome-wide analysis of the MADS-Box transcription factor family in
Solanum lycopersicum. Int. J. Mol. Sci. 2019, 20, 2961. [CrossRef]

11. Lee, B.H.; Henderson, D.A.; Zhu, J.K. The Arabidopsis cold-responsive transcriptome and its regulation by ICE1. Plant Cell 2005,
17, 3155–3175. [CrossRef] [PubMed]

12. Lee, I.; Seo, Y.S.; Coltrane, D.; Hwang, S.; Oh, T.; Marcotte, E.M.; Ronald, P.C. Genetic dissection of the biotic stress response using
a genome-scale gene network for rice. Proc. Natl. Acad. Sci. USA 2011, 108, 18548–18553. [CrossRef]

13. Tardif, G.; Kane, N.A.; Adam, H.; Labrie, L.; Major, G.; Gulick, P.; Sarhan, F.; Laliberte, J.F. Interaction network of proteins
associated with abiotic stress response and development in wheat. Plant Mol. Biol. 2007, 63, 703–718. [CrossRef] [PubMed]

14. Duan, W.; Song, X.; Liu, T.; Huang, Z.; Ren, J.; Hou, X.; Li, Y. Genome-wide analysis of the MADS-box gene family in Brassica rapa
(Chinese cabbage). Mol. Genet. Genom. 2015, 290, 239–255. [CrossRef]

15. Gan, Y.; Bernreiter, A.; Filleur, S.; Abram, B.; Forde, B.G. Overexpressing the ANR1 MADS-box gene in transgenic plants provides
new insights into its role in the nitrate regulation of root development. Plant Cell Physiol. 2012, 53, 1003–1016. [CrossRef]

16. Ye, L.X.; Zhang, J.X.; Hou, X.J.; Qiu, M.Q.; Wang, W.F.; Zhang, J.X.; Hu, C.G.; Zhang, J.Z. A MADS-box gene CiMADS43 is
involved in citrus flowering and leaf development through interaction with CiAGL9. Int. J. Mol. Sci. 2021, 22, 5205. [CrossRef]
[PubMed]

17. Busi, M.V.; Bustamante, C.; D’Angelo, C.; Hidalgo-Cuevas, M.; Boggio, S.B.; Valle, E.M.; Zabaleta, E. MADS-box genes expressed
during tomato seed and fruit development. Plant Mol. Biol. 2003, 52, 801–815.

18. Azpeitia, E.; Benitez, M.; Vega, I.; Villarreal, C.; Alvarez-Buylla, E.R. Single-cell and coupled GRN models of cell patterning in the
Arabidopsis thaliana root stem cell niche. BMC Syst. Biol. 2010, 4, 134. [CrossRef]

19. Causier, B.; Schwarz-Sommer, Z.; Davies, B. Floral organ identity: 20 years of ABCs. Semin. Cell Dev. Biol. 2010, 21, 73–79.
[CrossRef]

20. Bowman, J.L.; Smyth, D.R.; Meyerowitz, E.M. Genetic interactions among floral homeotic genes of Arabidopsis. Development
1991, 112, 1–20. [CrossRef]

21. Weigel, D.; Meyerowitz, E. The ABCs of floral homeotic genes. Cell 1994, 78, 203–209. [CrossRef] [PubMed]
22. Yanofsky, M.F.; Ma, H.; Bowman, J.L.; Drews, G.N.; Feldmann, K.A.; Meyerowitz, E.M. The protein encoded by the Arabidopsis

homeotic gene agamous resembles transcription factors. Nature 1990, 346, 35–39. [CrossRef]
23. Favaro, R.; Pinyopich, A.; Battaglia, R.; Kooiker, M.; Borghi, L.; Ditta, G.; Yanofsky, M.F.; Colombo, K.L. MADS-box protein

complexes control carpel and ovule development in Arabidopsis. Plant Cell 2003, 15, 2603–2611. [CrossRef]
24. Honma, T.; Goto, K. Complexes of MADS-box proteins are sufficient to convert leaves into floral organs. Nature 2001, 409, 525–529.

[CrossRef] [PubMed]
25. Noh, S.A.; Lee, H.S.; Huh, E.J.; Huh, G.H.; Paek, K.H.; Shin, J.S.; Bae, J.M. SRD1 is involved in the auxin-mediated initial

thickening growth of storage root by enhancing proliferation of metaxylem and cambium cells in sweetpotato (Ipomoea batatas).
J. Exp. Bot. 2010, 61, 1337–1349. [CrossRef] [PubMed]

26. Wang, Y.; Zhan, D.F.; Li, H.L.; Guo, D.; Zhu, J.H.; Peng, S.Q. Identification and characterization of the MADS-box genes highly
expressed in the laticifer cells of Hevea brasiliensis. Sci. Rep. 2019, 9, 12673. [CrossRef]

27. Li, H.L.; Wei, L.R.; Guo, D.; Wang, Y.; Zhu, J.H.; Chen, X.T.; Peng, S.Q. HbMADS4, a MADS-box transcription factor from Hevea
brasiliensis, negatively regulates HbSRPP. Front. Plant Sci. 2016, 7, 1709. [CrossRef]

28. Lin, T.; Xu, X.; Du, H.; Fan, X.; Chen, Q.; Hai, C.; Zhou, Z.; Su, X.; Kou, L.; Gao, Q.; et al. Extensive sequence divergence between
the reference genomes of Taraxacum kok-saghyz and Taraxacum mongolicum. Sci. China Life Sci. 2022, 65, 515–528. [CrossRef]

29. Bae, S.W.; Jung, S.; Choi, S.C.; Kim, M.Y.; Ryu, S.B. Lipid composition of latex and rubber particles in Hevea brasiliensis and
Taraxacum kok-saghyz. Molecules 2020, 25, 5110. [CrossRef]

30. Wang, R.; Ming, M.; Li, J.; Shi, D.; Qiao, X.; Li, L.; Zhang, S.; Wu, J. Genome-wide identification of the MADS-box transcription
factor family in pear (Pyrus bretschneideri) reveals evolution and functional divergence. PeerJ 2017, 5, e3776. [CrossRef]

31. Hughes, A.L. The evolution of functionally novel proteins after gene duplication. Proc. Biol. Sci. 1994, 256, 119–124.
32. Yang, Y.; Qin, B.; Zhang, J.; Zhang, L.; Nie, Q.; Liu, S. Comparative study on tetraploid induction of Taraxacum kok-saghyz Rodin

with oryzalin and colchicine. Chin. Agric. Sci. Bull. 2021, 37, 35–41.
33. Yang, Y.; Qin, B.; Chen, Q.; Zhang, J.; Zhang, L.; Nie, Q.; Liu, S. Comparative full-length transcriptome analysis provides novel

insights into the regulatory mechanism of natural rubber biosynthesis in Taraxacum kok-saghyz Rodin roots. Ind. Crops Prod. 2022,
175, 114278. [CrossRef]

34. Becker, A.; Theissen, G. The major clades of MADS-box genes and their role in the development and evolution of flowering
plants. Mol. Phylogenet. Evol. 2003, 29, 464–489. [CrossRef] [PubMed]

https://doi.org/10.1186/1471-2164-8-242
https://doi.org/10.1016/j.compbiolchem.2020.107424
https://www.ncbi.nlm.nih.gov/pubmed/33340990
https://doi.org/10.1016/j.compbiolchem.2019.04.013
https://doi.org/10.3390/ijms20122961
https://doi.org/10.1105/tpc.105.035568
https://www.ncbi.nlm.nih.gov/pubmed/16214899
https://doi.org/10.1073/pnas.1110384108
https://doi.org/10.1007/s11103-006-9119-6
https://www.ncbi.nlm.nih.gov/pubmed/17211514
https://doi.org/10.1007/s00438-014-0912-7
https://doi.org/10.1093/pcp/pcs050
https://doi.org/10.3390/ijms22105205
https://www.ncbi.nlm.nih.gov/pubmed/34069068
https://doi.org/10.1186/1752-0509-4-134
https://doi.org/10.1016/j.semcdb.2009.10.005
https://doi.org/10.1242/dev.112.1.1
https://doi.org/10.1016/0092-8674(94)90291-7
https://www.ncbi.nlm.nih.gov/pubmed/7913881
https://doi.org/10.1038/346035a0
https://doi.org/10.1105/tpc.015123
https://doi.org/10.1038/35054083
https://www.ncbi.nlm.nih.gov/pubmed/11206550
https://doi.org/10.1093/jxb/erp399
https://www.ncbi.nlm.nih.gov/pubmed/20150515
https://doi.org/10.1038/s41598-019-48958-9
https://doi.org/10.3389/fpls.2016.01709
https://doi.org/10.1007/s11427-021-2033-2
https://doi.org/10.3390/molecules25215110
https://doi.org/10.7717/peerj.3776
https://doi.org/10.1016/j.indcrop.2021.114278
https://doi.org/10.1016/S1055-7903(03)00207-0
https://www.ncbi.nlm.nih.gov/pubmed/14615187


Int. J. Mol. Sci. 2023, 24, 10997 22 of 23

35. Rounsley, S.D.; Ditta, G.S.; Yanofsky, M.F. Diverse roles for MADS Box genes in Arabidopsis development. Plant Cell 1995, 7,
1259–1269.

36. Airoldi, C.A.; Davies, B. Gene duplication and the evolution of plant MADS-box transcription factors. J. Genet. Genom. 2012, 39,
157–165. [CrossRef] [PubMed]

37. Ning, K.; Han, Y.Y.; Chen, Z.J.; Luo, C.; Wang, S.L.; Zhang, W.J.; Li, L.; Zhang, X.L.; Fan, S.X.; Wang, Q. Genome-wide analysis of
MADS-box family genes during flower development in lettuce. Plant Cell Environ. 2019, 42, 1868–1881. [CrossRef]

38. Xiong, W.; Risse, J.; Berke, L.; Zhao, T.; van de Geest, H.; Oplaat, C.; Busscher, M.; Ferreira de Carvalho, J.; van der Meer,
I.M.; Verhoeven, K.J.F.; et al. Phylogenomic analysis provides insights into MADS-box and TCP gene diversification and floral
development of the Asteraceae, supported by de novo genome and transcriptome sequences from dandelion (Taraxacum officinale).
Front. Plant Sci. 2023, 14, 1198909. [CrossRef]

39. Sheldon, C.C.; Rouse, D.T.; Finnegan, E.J.; Peacock, W.J.; Dennis, E.S. The molecular basis of vernalization: The central role of
FLOWERING LOCUS C (FLC). Proc. Natl. Acad. Sci. USA 2000, 97, 3753–3758. [CrossRef]

40. Mandel, M.A.; Gustafson-Brown, C.; Savidge, B.; Yanofsky, M.F. Molecular characterization of the Arabidopsis floral homeotic
gene APETALA1. Nature 1992, 360, 273–277. [CrossRef]

41. Xing, H.; Pudake, R.N.; Guo, G.; Xing, G.; Hu, Z.; Zhang, Y.; Sun, Q.; Ni, Z. Genome-wide identification and expression profiling
of auxin response factor (ARF) gene family in maize. BMC Genom. 2011, 12, 178. [CrossRef] [PubMed]

42. Yang, X.; Wu, F.; Lin, X.; Du, X.; Chong, K.; Gramzow, L.; Schilling, S.; Becker, A.; Theissen, G.; Meng, Z. Live and let die—The
Bsister MADS-box gene OsMADS29 controls the degeneration of cells in maternal tissues during seed development of rice (Oryza
sativa). PLoS ONE 2012, 7, e51435. [CrossRef] [PubMed]

43. Yin, L.L.; Xue, H.W. The MADS29 transcription factor regulates the degradation of the nucellus and the nucellar projection during
rice seed development. Plant Cell 2012, 24, 1049–1065. [CrossRef]

44. Callens, C.; Tucker, M.R.; Zhang, D.; Wilson, Z.A. Dissecting the role of MADS-box genes in monocot floral development and
diversity. J. Exp. Bot. 2018, 69, 2435–2459. [CrossRef] [PubMed]

45. Ng, M.; Yanofsky, M.F. Function and evolution of the plant MADS-box gene family. Nat. Rev. Genet. 2001, 2, 186–195. [CrossRef]
[PubMed]

46. Alvarez-Buylla, E.R.; Garcia-Ponce, B.; Sanchez, M.P.; Espinosa-Soto, C.; Garcia-Gomez, M.L.; Pineyro-Nelson, A.; Garay-Arroyo,
A. MADS-box genes underground becoming mainstream: Plant root developmental mechanisms. New Phytol. 2019, 223,
1143–1158. [CrossRef]

47. Alvarez-Buylla, E.R.; Liljegren, S.J.; Pelaz, S.; Gold, S.E.; Burgeff, C.; Ditta, G.S.; Vergara-Silva, F.; Yanofsky, M.F. MADS-box
gene evolution beyond flowers: Expression in pollen, endosperm, guard cells, roots and trichomes. Plant J. 2000, 24, 457–466.
[CrossRef]

48. Burgeff, C.; Liljegren, S.J.; Tapia-Lopez, R.; Yanofsky, M.F.; Alvarez-Buylla, E.R. MADS-box gene expression in lateral primordia,
meristems and differentiated tissues of Arabidopsis thaliana roots. Planta 2002, 214, 365–372. [CrossRef]

49. Tapia-Lopez, R.; Garcia-Ponce, B.; Dubrovsky, J.G.; Garay-Arroyo, A.; Perez-Ruiz, R.V.; Kim, S.H.; Acevedo, F.; Pelaz, S.; Alvarez-
Buylla, E.R. An AGAMOUS-related MADS-box gene, XAL1 (AGL12), regulates root meristem cell proliferation and flowering
transition in Arabidopsis. Plant Physiol. 2008, 146, 1182–1192. [CrossRef]

50. Kutter, C.; Schob, H.; Stadler, M.; Meins, F., Jr.; Si-Ammour, A. MicroRNA-mediated regulation of stomatal development in
Arabidopsis. Plant Cell 2007, 19, 2417–2429. [CrossRef]

51. Guo, S.; Xu, Y.; Liu, H.; Mao, Z.; Zhang, C.; Ma, Y.; Zhang, Q.; Meng, Z.; Chong, K. The interaction between OsMADS57 and
OsTB1 modulates rice tillering via DWARF14. Nat. Commun. 2013, 4, 1566. [CrossRef] [PubMed]

52. Puig, J.; Meynard, D.; Khong, G.N.; Pauluzzi, G.; Guiderdoni, E.; Gantet, P. Analysis of the expression of the AGL17-like clade of
MADS-box transcription factors in rice. Gene Expr. Patterns 2013, 13, 160–170. [CrossRef] [PubMed]

53. Hu, J.Y.; Zhou, Y.; He, F.; Dong, X.; Liu, L.Y.; Coupland, G.; Turck, F.; de Meaux, J. miR824-regulated AGAMOUS-LIKE16
contributes to flowering time repression in Arabidopsis. Plant Cell 2014, 26, 2024–2037. [CrossRef] [PubMed]

54. Xu, N.; Chu, Y.; Chen, H.; Li, X.; Wu, Q.; Jin, L.; Wang, G.; Huang, J. Rice transcription factor OsMADS25 modulates root growth
and confers salinity tolerance via the ABA-mediated regulatory pathway and ROS scavenging. PLoS Genet. 2018, 14, e1007662.
[CrossRef]

55. Martinez-Castilla, L.P.; Alvarez-Buylla, E.R. Adaptive evolution in the Arabidopsis MADS-box gene family inferred from its
complete resolved phylogeny. Proc. Natl. Acad. Sci. USA 2003, 100, 13407–13412. [CrossRef]

56. Yu, L.-H.; Miao, Z.-Q.; Qi, G.-F.; Wu, J.; Cai, X.-T.; Mao, J.-L.; Xiang, C.-B. MADS box transcription factor AGL21 regulates lateral
root development and responds to multiple external and physiological signals. Mol. Plant 2014, 7, 1653–1669. [CrossRef]

57. Rijpkema, A.S.; Royaert, S.; Zethof, J.; van der Weerden, G.; Gerats, T.; Vandenbussche, M. Analysis of the Petunia TM6 MADS
box gene reveals functional divergence within the DEF/AP3 lineage. Plant Cell 2006, 18, 1819–1832. [CrossRef]

58. Perilleux, C.; Pieltain, A.; Jacquemin, G.; Bouche, F.; Detry, N.; D’Aloia, M.; Thiry, L.; Aljochim, P.; Delansnay, M.; Mathieu, A.S.;
et al. A root chicory MADS box sequence and the Arabidopsis flowering repressor FLC share common features that suggest
conserved function in vernalization and de-vernalization responses. Plant J. 2013, 75, 390–402. [CrossRef]

59. Lin, E.P.; Peng, H.Z.; Jin, Q.Y.; Deng, M.J.; Li, T.; Xiao, X.C.; Hua, X.Q.; Wang, K.H.; Bian, H.W.; Han, N.; et al. Identification and
characterization of two bamboo (Phyllostachys praecox) AP1/SQUA-like MADS-box genes during floral transition. Planta 2009,
231, 109–120. [CrossRef]

https://doi.org/10.1016/j.jgg.2012.02.008
https://www.ncbi.nlm.nih.gov/pubmed/22546537
https://doi.org/10.1111/pce.13523
https://doi.org/10.3389/fpls.2023.1198909
https://doi.org/10.1073/pnas.97.7.3753
https://doi.org/10.1038/360273a0
https://doi.org/10.1186/1471-2164-12-178
https://www.ncbi.nlm.nih.gov/pubmed/21473768
https://doi.org/10.1371/journal.pone.0051435
https://www.ncbi.nlm.nih.gov/pubmed/23251532
https://doi.org/10.1105/tpc.111.094854
https://doi.org/10.1093/jxb/ery086
https://www.ncbi.nlm.nih.gov/pubmed/29718461
https://doi.org/10.1038/35056041
https://www.ncbi.nlm.nih.gov/pubmed/11256070
https://doi.org/10.1111/nph.15793
https://doi.org/10.1046/j.1365-313x.2000.00891.x
https://doi.org/10.1007/s004250100637
https://doi.org/10.1104/pp.107.108647
https://doi.org/10.1105/tpc.107.050377
https://doi.org/10.1038/ncomms2542
https://www.ncbi.nlm.nih.gov/pubmed/23463009
https://doi.org/10.1016/j.gep.2013.02.004
https://www.ncbi.nlm.nih.gov/pubmed/23466806
https://doi.org/10.1105/tpc.114.124685
https://www.ncbi.nlm.nih.gov/pubmed/24876250
https://doi.org/10.1371/journal.pgen.1007662
https://doi.org/10.1073/pnas.1835864100
https://doi.org/10.1093/mp/ssu088
https://doi.org/10.1105/tpc.106.042937
https://doi.org/10.1111/tpj.12208
https://doi.org/10.1007/s00425-009-1033-0


Int. J. Mol. Sci. 2023, 24, 10997 23 of 23

60. Jaakola, L.; Poole, M.; Jones, M.O.; Kamarainen-Karppinen, T.; Koskimaki, J.J.; Hohtola, A.; Haggman, H.; Fraser, P.D.; Manning,
K.; King, G.J.; et al. A SQUAMOSA MADS box gene involved in the regulation of anthocyanin accumulation in bilberry fruits.
Plant Physiol. 2010, 153, 1619–1629. [CrossRef]

61. Finn, R.D.; Clements, J.; Eddy, S.R. HMMER web server: Interactive sequence similarity searching. Nucleic Acids Res. 2011, 39,
W29–W37. [CrossRef] [PubMed]

62. Thompson, J.D.; Higgins, D.G.; Gibson, T.J. CLUSTAL W: Improving the sensitivity of progressive multiple sequence alignment
through sequence weighting, position-specific gap penalties and weight matrix choice. Nucleic Acids Res. 1994, 22, 4673–4680.
[CrossRef]

63. Tamura, K.; Peterson, D.; Peterson, N.; Stecher, G.; Nei, M.; Kumar, S. MEGA5: Molecular evolutionary genetics analysis using
maximum likelihood, evolutionary distance, and maximum parsimony methods. Mol. Biol. Evol. 2011, 28, 2731–2739. [CrossRef]
[PubMed]

64. Saitou, N.; Nei, M. The neighbor-joining method: A new method for reconstructing phylogenetic trees. Mol. Biol. Evol. 1987, 4,
406–425.

65. Hu, B.; Jin, J.; Guo, A.Y.; Zhang, H.; Luo, J.; Gao, G. GSDS 2.0: An upgraded gene feature visualization server. Bioinformatics 2015,
31, 1296–1297. [CrossRef] [PubMed]

66. Wang, Y.; Tang, H.; Debarry, J.D.; Tan, X.; Li, J.; Wang, X.; Lee, T.H.; 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]

67. Bekele, W.A.; Fiedler, K.; Shiringani, A.; Schnaubelt, D.; Windpassinger, S.; Uptmoor, R.; Friedt, W.; Snowdon, R.J. Unravelling the
genetic complexity of sorghum seedling development under low-temperature conditions. Plant Cell Environ. 2014, 37, 707–723.
[CrossRef]

68. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2(-Delta Delta
C(T)) Method. Methods 2001, 25, 402–408. [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/10.1104/pp.110.158279
https://doi.org/10.1093/nar/gkr367
https://www.ncbi.nlm.nih.gov/pubmed/21593126
https://doi.org/10.1093/nar/22.22.4673
https://doi.org/10.1093/molbev/msr121
https://www.ncbi.nlm.nih.gov/pubmed/21546353
https://doi.org/10.1093/bioinformatics/btu817
https://www.ncbi.nlm.nih.gov/pubmed/25504850
https://doi.org/10.1093/nar/gkr1293
https://doi.org/10.1111/pce.12189
https://doi.org/10.1006/meth.2001.1262

	Introduction 
	Results 
	Identification of Taraxacum MADS-Box Genes in the Genomes of TKS and TM 
	Phylogenetic Analysis and Classification of TkMADS and TmMADS Proteins 
	Gene Structure and Conserved Motif Analysis of Taraxacum MADS-Box Genes 
	Chromosomal Localization of TkMADSs and TmMADSs in the Genome 
	Duplication and Synteny Analysis of Taraxacum MADS-Box Genes in the TKS and TM Genomes 
	Expression Profiles of TkMADS in Different Tissues of TKS 
	Identification of TkMADS Genes Related to Biomass Formation in TKS 
	Identification of TkMADS Genes Related to NR Biosynthesis in TKS 

	Discussion 
	Materials and Methods 
	Plant Material and Growth Conditions 
	Identification of MADS-Box Genes in the TKS and TM Genomes 
	Phylogenetic Analysis of TkMADS and TmMADS Proteins 
	Analysis of Gene Structures and Conserved Motifs of Encoded Proteins 
	Chromosomal Localization, Duplication, and Collinearity Analysis of the TkMADS and TmMADS Genes 
	Expression Profiling of TkMADS Genes in Different Tissues 
	Identification of TkMADS Genes Related to the Biomass Formation and NR Biosynthesis in TKS 
	Statistical Analysis 

	Conclusions 
	References

