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Abstract: SQUAMOSA promoter-binding protein-like (SPL) transcription factors play a
critical role in the regulation of gene expression and are indispensable in orchestrating
plant growth and development while also improving resistance to environmental stressors.
Although it has been identified across a wide array of plant species, there have been no com-
prehensive studies on the SPL gene family in centipedegrass [Eremochloa ophiuroides (Munro)
Hack.], which is an important warm-season perennial C4 turfgrass. In this study, 19 poten-
tial EoSPL genes in centipedegrass were identified and assigned the names EoSPL1-EoSPL19.
Gene structure and motif analysis demonstrated that there was relative consistency among
the branches of the phylogenetic tree. Five pairs of segmental duplication events were
detected within centipedegrass. Ten EoSPL genes were predicted to be targeted by miR156.
Additionally, the EoSPL genes were found to be predominantly expressed in leaves and
demonstrated diverse responses to abiotic stress (salt, drought, glufosinate ammonium,
aluminum, and cold). This study offers a comprehensive insight into the SPL gene family
in centipedegrass, creating a foundation for elucidating the functions of EoSPL genes and
investigating their involvement in abiotic stress responses.

Keywords: transcription factors; SPL gene family; expression profiles; Eremochloa ophiuroides

1. Introduction
The accurate modulation of gene expression is a critical mechanism that occurs

throughout the lifecycle of a plant, although transcription factors (TFs) serve as pivotal
regulators in the control of gene expression [1]. As key TFs in plants, SPL proteins were
initially detected in the floral development of Antirrhinum majus [2]. SPL proteins are dis-
tinguished by the inclusion of a conserved SBP domain, which typically consists of roughly
76 amino acids (AAs) and encompasses two distinct zinc finger motifs (Cys-Cys-His-Cys
and Cys-Cys-Cys-His) and a nuclear localization signal (NLS) at their C-terminus [3,4].
This domain is integral in defining the functional characteristics of SPL proteins and their
involvement in diverse plant biological processes [3]. Some SPL gene family members are
the targets of miR156, which is instrumental in regulating multiple plant developmental
stages [5]. MicroRNAs (miRNAs) are brief non-coding RNA molecules, generally about 20
to 24 nucleotides in length, that function as significant regulators in post-transcriptional
gene expression [5]. In particular, miR156 is implicated in a range of biological processes,
such as phase transitions [6], root development [7], leaf and branch development [8,9],
flower development [10], and responses to abiotic stress [11].
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SPL genes are crucial in governing biological processes and are essential for shaping
responses to abiotic stresses. In plants, SPL genes facilitate vegetative growth, as exempli-
fied by OsSPL14-overexpressing transgenic rice (Oryza sativa) plants, which exhibit reduced
growth duration and leaf size [12], and wheat (Triticum aestivum) mutants lacking TaSPL8,
which display upright leaves [13]. miR156/MsSPL08 regulates the number of leaflets in
alfalfa (Medicago sativa) [14], and OsSPL3 regulates crown root development in rice [15].
Moreover, SPL genes participate in reproductive growth; for instance, TaSPL13-2B influ-
ences floret development in wheat [16], MsSPL20 overexpression leads to stable delayed
flowering time in alfalfa [17], and OsSPL16 controls grain size, shape, and quality [18].
TaSPL13 mutants increase grain size and number [19], while the Bdsbp9 mutant reduces
spike length in Brachypodium distachyon [20]. Additionally, SPL genes are essential in orches-
trating the transition from the vegetative to the reproductive phase in plants. For instance,
the collaborative function of SPL3/4/5 in conjunction with the FT-FD complex is pivotal
for initiating flowering in Arabidopsis [21]. In switchgrass, the suppression of SPL7 and
SPL8 gene expression leads to a reversal from a vegetative to a reproductive state within
the inflorescence [22]. MiR156 modulates miR172 expression through SPL TFs, thereby pro-
moting epidermal identity in adult plants [23]. SPL genes also contribute to the regulatory
framework that controls plant reactions to abiotic stress conditions. For example, AtSPL9
activates the expression of CBF2 to increase freezing tolerance [24]. MiR156-overexpressing
alfalfa and SPL13 RNAi lines display enhanced heat stress tolerance, while SPL9-RNAi
alfalfa exhibits improved drought tolerance [25,26]. Moreover, OsSPL10 has been shown to
negatively regulate salt tolerance in rice [27].

Centipedegrass [Eremochloa ophiuroides (Munro) Hack.] is a warm-season (C4) grass
of the Poaceae family (2n = 2x = 18) and is frequently employed as a low-maintenance
turfgrass [28,29]. It has a widespread distribution, including regions such as the south
of the Yangtze River in China, Southeast Asia, the eastern and southern United States,
and tropical northern and eastern Australia [28]. It has highly developed stolons that are
extensively used for greening in courtyard and roadside areas, as well as for forage [30].
Additionally, its proficiency in tolerating and absorbing heavy metals renders it appropriate
for environmental cleanup purposes [31].

The SPL gene family has been discovered across a diverse range of plant species, with
varying numbers in different genera, including 16 SPLs in Arabidopsis, 19 in rice [32], 56 in
wheat [33], 31 in maize (Zea mays) [34], 17 in orchardgrass (Dactylis glomerata L.) [35], and
76 in alfalfa [36]. Furthermore, several SPL genes contain conserved miR156 binding sites, as
exemplified by the identification of 11 OsSPL genes in rice [37], 10 SBP (SPL) genes in tomato
(Solanum lycopersicon) [38], and 12 SBP (SPL) genes in grape (V. vinifera) [39]. However, there
are no comprehensive reports available on the SPL gene family in centipedegrass, which
constrains our understanding of the functions and roles of SPL genes in centipedegrass.
In this study, 19 putative members of the SPL gene family were discovered within the
centipedegrass genome [40]. Additionally, the expression patterns of EoSPLs under various
stress conditions (salt, polyethylene glycol, aluminum, low temperature, and glufosinate
ammonium) were examined using qRT-PCR. The results not only provide valuable SPL
family genes for molecular breeding in centipedegrass but also establish a fundamental
framework for the functional investigation of SPL genes in various grass species.

2. Results
2.1. Identification of SPL Genes and the Chromosomal Distribution in Centipedegrass

The identification of the SPL genes in centipedegrass serves as the foundation for in-
vestigating the EoSPL gene family. A total of 19 SPL genes were identified in centipedegrass
by excluding genes with incomplete SBP domains. These genes were designated as EoSPL1
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to EoSPL19, following their chromosomal locations for nomenclature consistency (Figure 1).
Chr3 contained the highest number of EoSPL genes, including EoSPL4, EoSPL5, EoSPL6,
and EoSPL7, while individual genes were located on Chr2, Chr4, and Chr6. Most SPL genes
are positioned in regions of elevated gene density.
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Figure 1. The distribution of 19 EoSPLs across the chromosomes. The colors on the chromosomes
reflect varying levels of gene density. Blue to red colors within the chromosomes indicate increased
gene density. Each chromosome is accompanied by its respective number, and the genes are labeled
on the right side of the respective chromosomes for clarity.

Molecular weights and theoretical pI values are fundamental physicochemical proper-
ties of proteins, which are particularly important in protein function research. Comprehen-
sive information about the EoSPL genes is presented in Table 1. The molecular weights of
the 19 EoSPL proteins ranged from 21,940.04 Da (EoSPL7) to 122,131.35 Da (EoSPL13). The
theoretical pI of these SPL sequences ranged from 5.49 (EoSPL11) to 10.36 (EoSPL6). Except
for EoSPL10, all SPL proteins displayed an instability index greater than 40, indicating that
they may be unstable. The negative GRAVY (grand average of hydropathicity) values sug-
gest that all proteins are hydrophilic. Subcellular localization prediction suggests that most
of the SPL genes, excluding EoSPL8 and EoSPL13, are likely to be located in the nucleus.

Table 1. The information of 19 EoSPL genes in centipedegrass.

Gene
Name Gene ID Molecular

Weight (Da)
Theoretical

pI
Instability

Index
Aliphatic

Index
Grand Average of

Hydropathicity
Predicted Subcellular

Location

EoSPL1 evm.model.ctg22.106 98,538.80 6.34 56.80 80.23 −0.353 Nucleus
EoSPL2 evm.model.ctg62.167 42,275.05 9.15 58.31 55.45 −0.482 Nucleus
EoSPL3 evm.model.ctg112.24 34,188.93 8.81 56.39 60.09 −0.369 Nucleus
EoSPL4 evm.model.ctg201.47 37,945.37 8.99 52.06 56.15 −0.363 Nucleus
EoSPL5 evm.model.ctg199.108.1 47,556.05 6.53 72.11 58.04 −0.360 Nucleus
EoSPL6 evm.model.ctg191.89 25,928.75 10.36 56.52 57.19 −0.456 Nucleus
EoSPL7 evm.model.ctg191.88 21,940.04 9.96 67.84 54.50 −0.530 Nucleus
EoSPL8 evm.model.ctg385.98 105,966.10 5.52 51.87 77.88 −0.341 Plasma Membrane
EoSPL9 evm.model.ctg398.151 46,814.39 9.23 67.20 57.84 −0.623 Nucleus
EoSPL10 evm.model.ctg389.89 47,434.04 9.41 37.67 65.23 −0.490 Nucleus
EoSPL11 evm.model.ctg553.95 94,630.41 5.49 49.03 84.22 −0.272 Nucleus
EoSPL12 evm.model.ctg581.24 46,244.15 7.58 64.74 54.12 −0.399 Nucleus
EoSPL13 evm.model.ctg578.33 122,131.35 6.82 55.04 76.24 −0.453 Chloroplast
EoSPL14 evm.model.ctg577.71 42,718.06 8.63 66.37 50.49 −0.638 Nucleus
EoSPL15 evm.model.ctg704.64 51,965.88 9.29 46.24 59.28 −0.544 Nucleus
EoSPL16 evm.model.ctg701.30 36,765.00 9.23 54.94 58.72 −0.718 Nucleus
EoSPL17 evm.model.ctg700.26 44,340.89 8.58 63.27 65.21 −0.301 Nucleus
EoSPL18 evm.model.ctg780.110 42,259.03 9.54 57.02 60.36 −0.429 Nucleus
EoSPL19 evm.model.ctg784.113 44,176.91 7.80 51.86 58.07 −0.592 Nucleus



Plants 2025, 14, 62 4 of 21

2.2. Sequence Alignments and Phylogenetic Analysis of EoSPL Proteins

To pinpoint the conserved domains in the EoSPL family, a comparative analysis of
the 19 EoSPL proteins was carried out using multiple sequence alignment (Figure 2a).
This analysis revealed a high degree of conservation in CQQC, SCR, and RRR sequences
(Figure 2b). The SBP domains included about 76 amino acid residues, containing two zinc
finger motifs (Zn-1, Zn-2) and an NLS.
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proteins.

Genes closely related to evolution may have similar functions. To explore the evolution-
ary relationship of the SPL gene family, the protein sequences of SPLs from centipedegrass,
Arabidopsis, rice, and maize were used to construct the phylogenetic tree (Figure 3). The
EoSPL proteins were classified into six unique groups (Group 1 to Group 6), with each
group harboring at least one EoSPL protein. The most extensive group (Group 6) com-
prised 26 proteins. In the phylogenetic tree, all EoSPL proteins exhibit closer evolutionary
relationships with members of maize, indicating that the functions of some SPL genes in
centipedegrass can be inferred from homologous genes in maize.

2.3. Gene Structure and Conserved Motif Analysis of EoSPL Genes

An analysis of gene structure and motif variety elucidated the evolutionary dynamics
of the gene family. Among the 19 EoSPL genes in the phylogenetic tree, Group 6 had
the most members, comprising six genes (Figure 4a). All EoSPL genes contained more
than three conserved motifs, and motif 6 was exclusively found in EoSPL1, EoSPL8, and
EoSPL13 (Figure 4b). EoSPL1 possesses 11 introns, whereas EoSPL6 and EoSPL7 each have
1 intron (Figure 4c). Moreover, nine EoSPL genes displayed the presence of both 5′-UTR
and 3′-UTR regions (Figure 4c). It is evident that EoSPLs grouped on the same branch share
comparable structures and conserved motifs. The differences in the structure of EoSPL
genes are the foundations for the diversity in gene functions, indicating the intricate nature
of the function of SPL proteins in centipedegrass.
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netic tree was constructed based on the EoSPL protein sequences using TBtools-II. (b) The motif
composition of the EoSPL proteins was performed using TBtools-II. (c) Gene structures of the EoSPL
genes. Green boxes indicate CDS regions; grey boxes indicate UTR regions. I-VI is the grouping of
EoSPL proteins in the phylogenetic tree.
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2.4. Duplication Analysis of EoSPL Genes

In centipedegrass, six pairs of genes were identified as gene duplications within
the EoSPL gene family (Figure 5 and Table 2), including one pair of tandem duplication
events (EoSPL6/EoSPL7) and five pairs of segmental duplication events (EoSPL2/EoSPL12,
EoSPL4/EoSPL14, EoSPL5/EoSPL12, EoSPL9/EoSPL17, and EoSPL10/EoSPL15). To better
understand the selective pressures on these duplicated genes, we determined the values of
Ka, Ks, and the corresponding Ka/Ks ratios (Table 2). The analysis revealed that the EoSPL
family exhibited low Ka/Ks values (<1) for all duplicated pairs, indicating that these genes
may be present under strong purifying selection. Additionally, the gene duplication times
ranged from 23.3462 to 82.2308 MYA (million years ago) (Table 2).
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Table 2. Ka/Ks of duplicated EoSPL gene pairs.

Duplicated Pair Ka Ks Ka/Ks Gene Duplication Time (MYA)

EoSPL2-EoSPL12 0.4437 0.9810 0.4523 Segmental 75.4615
EoSPL4-EoSPL14 0.2990 0.8171 0.3659 Segmental 62.8538
EoSPL5-EoSPL12 0.2112 0.6782 0.3114 Segmental 52.1692
EoSPL9-EoSPL17 0.3501 0.5700 0.6142 Segmental 43.8462
EoSPL10-EoSPL15 0.2912 1.0690 0.2724 Segmental 82.2308
EoSPL6-EoSPL7 0.2652 0.3035 0.8739 Tandem 23.3462
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2.5. Collinearity Analysis of EoSPL Genes Between Centipedegrass and Other Species

To investigate the syntenic connections of EoSPL genes across different species, a
comparative synteny analysis was performed using four exemplary plants. This involved
Arabidopsis and three members of the Poaceae family: rice, maize, and sorghum (Sorghum
bicolor). The total of SPL orthologous gene pairs for centipedegrass with each of these
species was 9 for Arabidopsis, 30 for rice, 45 for maize, and 29 for sorghum (Figure 6). The
results showed that the phylogenetic relationships between centipedegrass and rice, maize,
and sorghum were closer than those with Arabidopsis.
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2.6. Analysis of Cis-Acting Elements in the Promoter of EoSPL Genes

To understand the likely roles of EoSPLs, we performed an investigation of the cis-
acting elements within the promoters of 19 EoSPL genes (Figure 7). Elements related to
responses to abiotic and biotic stresses were most frequently found, indicating that EoSPLs
could be crucial in mediating stress responses. The findings showed that nine EoSPL genes
contained MBS (a drought response element), five contained TC-rich repeats (defense and
stress response elements), and three contained WUN motifs (wound response elements).
Interestingly, all EoSPL genes contained anaerobic induction-responsive elements. In
addition, most of the cis-elements associated with plant hormone reactivity were found in
EoSPL7, among which MeJA response elements were the most abundant.
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2.7. Prediction of the miR156 Target Sites in the EoSPL Gene

To enhance our understanding of the miR156-mediated regulation of the expression
of EoSPLs at the post-transcriptional level, a multiple sequence alignment analysis was
conducted by identifying potential target sites of miR156 within the coding regions of the
EoSPLs (Figure 8). The results show that 10 EoSPL genes had target sites in the coding region,
indicating that miR156 may have a potential regulatory effect on these EoSPL genes. This
study found that miR156 influenced the coding regions of EoSPL2, EoSPL3, EoSPL4, EoSPL5,
EoSPL12, and EoSPL14, which belong to Group 6. Additionally, it influenced EoSPL10,
EoSPL15, and EoSPL16 from Group 5 and EoSPL18 from Group 3. The findings imply that
the post-transcriptional regulation of SPLs by miR156 is a conserved characteristic among
plant species.
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2.8. Analysis of the Protein–Protein Interaction Network of EoSPL Proteins

To delve deeper into the potential interactions between EoSPL proteins and other
proteins, we performed PPI predictions. A total of five proteins (A0A1D6HFX7, EREB151,
Umc1277, GATA33, and KN-1) were identified as having strong interactions with EoSPL
proteins (Figure 9). EREB151 belongs to the AP2-EREBP transcription factor family, which
suggests that there is likely to be an interaction between the EoSPL proteins and the AP2-
EREBP protein. The robust interaction between SPL proteins and other proteins suggests
that they may share common functional roles.
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2.9. Expression Analysis of EoSPL Genes in Different Tissues

The data from the qRT-PCR experiments were analyzed to provide insights into the
tissue-specific expression patterns of 15 EoSPL genes (Figure 10, Table S1). The results re-
vealed that EoSPL1, EoSPL2, EoSPL3, EoSPL5, EoSPL8, EoSPL9, EoSPL10, EoSPL13, EoSPL16,
and EoSPL17 displayed a preference for expression in leaves. Conversely, the relative
expression levels of EoSPL11, EoSPL14, EoSPL15, and EoSPL19 were higher in stems, and
EoSPL7 was most abundant in flowers. These findings suggest a broad role for EoSPL genes
in the growth and developmental processes of centipedegrass.

2.10. Expression Analysis of EoSPL Genes Under Different Abiotic Stresses

To study how EoSPL genes are expressed under various abiotic stress situations, the
expression levels of 15 EoSPLs across five experimental conditions were quantified using
qRT-PCR (Figure 11). Under the salt treatment, the expression patterns of the majority
of the EoSPL genes displayed an upward trend as processing time increased (Figure 11a).
Among them, EoSPL2, EoSPL3, EoSPL8, EoSPL10, EoSPL13, EoSPL14, EoSPL16, and EoSPL19
exhibited higher expression levels at 72 h under salt stress conditions. Conversely, the
relative expression levels of EoSPL5, EoSPL7, and EoSPL11 were higher at 48 h but decreased
with the increase in salt stress time. The results indicated that EoSPL genes responded
positively to salt stress. Moreover, the expression levels of EoSPL1 and EoSPL9 were
reduced at each time point compared to the control conditions under salt stress.
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15 EoSPL genes were examined using a qRT-PCR assay. Error bars indicate the standard deviation
(SD) derived from three replicates. Lowercase letter(s) above the bars indicate significant differences
(α = 0.05, LSD) among various plant tissues. (b) Expression values are based on qRT-PCR and
visualized using TBtools-II. High expression levels are represented by red, while low expression
levels are indicated by blue. R: root; ST: stem; L: leaf; F: flower; SP: spike.

Focusing on the drought treatment, a difference in expression profiles was observed
when comparing treatment conditions to the control group (Figure 11b). It can be seen
that the expression patterns of EoSPL2, EoSPL11, and EoSPL17 were increased at 3 h, and
EoSPL5, EoSPL7, EoSPL8, EoSPL9, EoSPL10, EoSPL13, and EoSPL15 were upregulated at
24 h under drought stress. Further analysis revealed that EoSPL3 and EoSPL16 exhibited
augmented expression levels at 12 h, with these levels initially rising before subsequently
declining as the drought stress time increased. Intriguingly, the expression levels of EoSPL1
and EoSPL19 were lower than those of the control under drought stress conditions.

Under glufosinate ammonium stress, the expression levels for EoSPL1, EoSPL2, EoSPL9,
EoSPL11, EoSPL13, and EoSPL17 were reduced when compared to the control, and the
expression levels for the other genes were the highest at 6 h of treatment (Figure 11c). Addi-
tionally, the expression levels for EoSPL1, EoSPL2, EoSPL5, EoSPL8, EoSPL13, EoSPL17, and
EoSPL19 were lower in comparison to the control under aluminum stress. The expression
levels for EoSPL3, EoSPL9, and EoSPL10 were higher at 48 h, 12 h, and 72 h under aluminum
stress, respectively, whereas the other genes exhibited minimal changes (Figure 11d).
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genes in leaves after 0 h (CK), 0.5 h, 1.5 h, 3 h, 6 h, 9 h, 12 h, 24 h, 48 h, and 72 h of different abiotic 
stress treatments was examined through qRT-PCR. Error bars indicate the standard deviation (SD) 
derived from three replicates. Lowercase letter(s) above the bars indicate significant differences (α 
= 0.05, LSD) among stress treatments. 

Figure 11. Relative expression of EoSPLs under abiotic stresses: (a) salt stress; (b) drought stress;
(c) glufosinate ammonium stress; (d) aluminum stress; (e) cold stress using a qRT-PCR assay; and
(f) cold stress expression profiles of 8 EoSPL genes from RNA-seq. The expression levels of 15 EoSPL
genes in leaves after 0 h (CK), 0.5 h, 1.5 h, 3 h, 6 h, 9 h, 12 h, 24 h, 48 h, and 72 h of different abiotic
stress treatments was examined through qRT-PCR. Error bars indicate the standard deviation (SD)
derived from three replicates. Lowercase letter(s) above the bars indicate significant differences
(α = 0.05, LSD) among stress treatments.
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The expression levels of EoSPL3, EoSPL5, EoSPL7, and EoSPL10 were determined
following cold stress, with EoSPL3 reaching its peak expression at 24 h, EoSPL5 at 6 h,
EoSPL7 at 3 h, and EoSPL10 at 1.5 h (Figure 11e). Moreover, the expression of EoSPL14
and EoSPL19 decreased with the increase in cold stress time. To further investigate the
functions of EoSPL genes in coping with cold stress, the expression profiles of selected
genes were examined utilizing RNA-seq data obtained from experiments conducted at low
temperatures. The expression patterns of eight EoSPLs under cold stress were visualized in
a heatmap (Figure 11f). The expression patterns of EoSPL1 were consistently lower than
the control across all time points. The expression levels of EoSPL2 and EoSPL10 reached
their peak at 3 h, after which they progressively decreased. The expression patterns of
EoSPL5, EoSPL11, EoSPL13, and EoSPL15 exhibited a trend of initial decrease followed by
an increase. The expression pattern of EoSPL8 demonstrated an initial rise, a subsequent
decrease, and a final increase. The results were generally consistent with our qRT-PCR
results and confirmed the reliability of the qRT-PCR results.

3. Discussion
The SPL family represents a distinctive group of transcription factors unique to plants,

which have been identified and extensively studied in organisms such as Arabidopsis,
rice [32], maize [34], and numerous additional plant species [36,38,39]. The highly con-
served SBP domain is a defining feature of the SPL family [3,4], which is consistent with
our research findings (Figure 2). A total of 10 EoSPL genes in centipedegrass possessed
target sites of miR156, suggesting that the EoSPL genes may play a role in the mi156/SPL
module (Figure 8). Interestingly, most miR156-targeted SPL genes were clustered within
a class, such as EoSPL10, EoSPL15, EoSPL16, OsSPL12, AtSPL2, AtSPL10, and AtSPL11 in
Group 5 (Figure 3). The findings indicated that SPL genes targeted by miR156 are strongly
conserved across plant species, which contributes to our understanding of the evolutionary
processes of these genes.

The variation in the count of SPL genes among different plant species indicates that the
evolution of these genes has been significantly shaped by various gene duplication events.
Gene duplications are recognized as significant mechanisms that drive the diversification
and expansion of gene families [41]. Segmental duplications are a significant source
of genetic variation, considered as one of the main drivers of the expansion of plant
gene families [42]. The amplification of gene families during plant evolution is primarily
attributable to frequent tandem duplication events [41]. In our study, segmental duplication
was the primary mechanism behind the evolutionary growth of the EoSPL family. These
segmental duplication events contributed to the formation and expansion of the EoSPL
gene family. Among these pairs, six had Ka/Ks values of <1, indicating that purifying
selection has played a significant role in shaping the evolution of these genes. These results
align with previous studies on SPL genes in wheat [33], suggesting that the evolution
of EoSPLs is comparable to that of SPL genes in other plant species. Additionally, the
number of orthologous gene pairs was determined between centipedegrass and four other
plant species (Arabidopsis, rice, maize, and sorghum) to deduce the functions of specific
EoSPLs. The number of orthologous gene pairs indicated that there is a strong relationship
between EoSPLs and ZmSPLs, OsSPLs, and SbSPLs compared to AtSPLs. Therefore, it can be
concluded that the evolutionary trajectory of the SPL gene family in centipedegrass exhibits
similarities to that in other plants of the Poaceae family. The phylogenetic analysis revealed
that the SPL genes of different plant species were functionally conserved. OsSPL14 exhibits
a close evolutionary relationship with EoSPL4 and EoSPL14 (Figure 3). This indicates that
these EoSPL genes may be potentially associated with leaf development, as miR156-targeted
OsSPL14 was involved in reduced growth duration and leaf size [12]. Moreover, the loss
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of function of OsSPL14/17 in the rice mutant of OsMADS5 abrogated its promotional
effect on seminal root elongation under NH4

+ conditions [43], suggesting an alternative
avenue for investigating the role of EoSPL4 and EoSPL14. Our results showed that all
EoSPL genes contain 1–11 introns, and the introns exhibit wide variability (Figure 4). This
characteristic is reminiscent of the high intron variability observed in SPL gene family
members in maize [34]. Additionally, motifs 1, 2, and 4 were identified within the 19 EoSPL
proteins, indicating that these motifs are essential for their function as TFs (Figure 4).
Furthermore, our results revealed that evolutionarily related EoSPLs possessed similar
motifs and exon/introns. These results not only support the accuracy of the constructed
evolutionary tree of EoSPL proteins but also offer further proof of the conservation of the
SPL gene throughout evolutionary history.

Promoters, along with their associated cis-acting elements, play a crucial role in the
transcriptional regulation of genes [44]. Our research revealed various cis-elements that
are known to participate in biotic and abiotic stress responses, growth and development,
and phytohormone regulation (Figure 7). Notably, the abiotic and biotic stress elements
were found to be the most prevalent, suggesting that EoSPL genes play a significant role
in plant responses to stress. Specifically, two elements (CGTCA/TGACG motifs) were
linked to the response to MeJA, whereas another two elements (P-box and GARE motifs)
were associated with gibberellin responsiveness. Furthermore, all genes but EoSPL10
included ABRE elements, which are pertinent to ABA responsiveness. ABRE-binding
proteins (AREBs) or ABRE-binding factors (ABFs) can bind to the ABRE elements of
ABA-responsive genes to induce their expression [45]. This indicated that the majority
of EoSPL genes could be engaged in abiotic stress responses since ABA is a renowned
stress-related plant hormone [45]. Additionally, CBFs (C-repeat binding factors) bind to the
DRE (dehydration-responsive element) of the COR (cold-responsive) genes to activate their
expressions for increasing cold tolerance in plants [24,46]. In this study, nine EoSPL genes
(EoSPL4, EoSPL7, EoSPL8, EoSPL11, EoSPL12, EoSPL17, EoSPL15, EoSPL18, and EoSPL19)
included DRE elements, which may be associated with cold stress.

The expression patterns of EoSPL genes in various tissues provide insights into their
potential involvement in biological processes. In our study, the expression levels of the
15 EoSPLs exhibited tissue-specific variation (Figure 10). This variation suggests that EoSPL
genes may be involved in various aspects of centipedegrass development. The expression of
EoSPL genes was predominantly high in leaves (Figure 10), indicating that the EoSPL gene
may play a primary role in leaf development. miR156-targeted EoSPL2, EoSPL3, EoSPL5,
EoSPL10, and EoSPL16 exhibited elevated expression levels in leaf tissue, suggesting that
these genes have a potential role in centipedegrass leaf development. The expression of
four genes (EoSPL11, EoSPL14, EoSPL15, and EoSPL19) in stems was higher, while the
expression of one gene (EoSPL7) in flowers was higher (Figure 10), indicating that EoSPL
genes had distinct roles in stem and flower development. In Arabidopsis, AtSPL15 and
AtSPL9 loss-of-function results in a shortened plastochron during vegetative growth [47].
EoSPL14, which shares a clade with these genes, was found to be expressed at a lower
level in leaves compared to stems in our study (Figure 3). This discovery aligns with
published reports that the SPL gene plays a role in the regulation of flower [17] and leaf
development [12]. In conclusion, the expression levels of EoSPLs across different tissues in
centipedegrass showed that they were involved in the complex mechanisms underlying
growth and development. Moreover, these findings corroborate previous studies on the
functions of SPLs and suggest that the EoSPL family may have evolved similar functions
in centipedegrass. Therefore, it is imperative to delve deeper into the specific molecular
mechanisms through which the EoSPL gene orchestrates these developmental processes in
future research endeavors.
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It is a significant aspect of their function in plant biology that SPL genes confer
tolerance to various abiotic stresses [25–27]. The expression levels of 15 EoSPL genes were
up- or downregulated in response to five different stresses, suggesting that they were
involved in abiotic stress (Figure 11). In rice, OsSPL10 has been shown to negatively
regulate salt tolerance [27]. Furthermore, there is a close evolutionary relationship between
EoSPL9, EoSPL17, EoSPL19, and OsSPL10. The expression of EoSPL9 in centipedegrass was
lower than that of the control at each time point under salt stress (Figure 11a). Furthermore,
knockdown and knockout of OsSPL10 in rice were found to enhance drought tolerance [48],
and our results showed that the expression of EoSPL19 was also lower than that of the
control at each time point under drought stress (Figure 11b). Thus, it is hypothesized
that EoSPL9 and EoSPL19 may have similar functions in centipedegrass. Additionally,
AtSPL9 has been reported to activate CBF2 expression and increase freezing tolerance in
Arabidopsis [24]; EoSPL14 has a close evolutionary relationship with AtSPL9. In addition,
the expression of EoSPL14 was higher than that of the control at multiple time points under
cold stress (Figure 11e). These results suggested that the EoSPL gene family plays a complex
role in plant stress tolerance, with individual genes potentially serving as either positive
or negative regulators depending on the specific stress. Hence, it is of great significance
to understand the molecular mechanisms of the differential regulation of EoSPL genes in
response to abiotic stress in order to formulate strategies to improve the stress resistance of
turfgrass species.

4. Materials and Methods
4.1. Identification of the SPL Gene Family in Centipedegrass

The genomic resources for centipedegrass were obtained from the Figshare database
(https://figshare.com/s/8256acffdb73bb050045, accessed on 2 October 2024) [40]. The
EoSPL gene family members were identified in the genome of centipedegrass using the
HMM (hidden Markov model) profile of the SBP domain (PF03110) retrieved from the
Pfam database (http://pfam.xfam.org, accessed on 2 October 2024). We then validated
these candidates by employing the Batch CD-Search Tool (https://www.ncbi.nlm.nih.
gov/Structure/bwrpsb/bwrpsb.cgi, accessed on 2 October 2024) and Pfam, focusing on
the integrity of the SBP domain to confirm the identity of the genes. Then, sequences
lacking the typical SBP binding domain characteristic of SPL proteins were excluded.
Furthermore, several protein properties of the EoSPLs were calculated using the ExPASy
website (https://web.expasy.org/protparam/, accessed on 2 October 2024). Subcellular
localization predictions for EoSPL proteins were also performed with WoLF PSORT (https:
//wolfpsort.hgc.jp/, accessed on 2 October 2024) [49]. Lastly, TBtools-II was utilized to
map these EoSPL genes onto their respective chromosomes [50].

4.2. Sequence Alignments and Phylogenetic Analysis of EoSPL Genes

Sequence alignments of the SBP domains within the EoSPL proteins were carried
out using Mafft with default settings within Jalview v2.11.2.0, and the alignments were
visualized using the same software [51]. Subsequently, a sequence logo for the SBP domains
was created with TBtools-II [50]. For the phylogenetic analysis, protein sequences of
Arabidopsis, rice, and maize were obtained from PlantTFDB (http://planttfdb.gao-lab.org/,
accessed on 2 October 2024) [52]. The phylogenetic trees were constructed using the
neighbor-joining (NJ) approach within MEGA [53].

4.3. Gene Structure and Conserved Motif Analysis of EoSPL Genes

TBtools-II was employed to detect conserved motifs within the EoSPL genes, with the
motif count capped at a maximum of 10 [50]. Furthermore, this tool was used to analyze

https://figshare.com/s/8256acffdb73bb050045
http://pfam.xfam.org
https://www.ncbi.nlm.nih.gov/Structure/bwrpsb/bwrpsb.cgi
https://www.ncbi.nlm.nih.gov/Structure/bwrpsb/bwrpsb.cgi
https://web.expasy.org/protparam/
https://wolfpsort.hgc.jp/
https://wolfpsort.hgc.jp/
http://planttfdb.gao-lab.org/
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and visualize the phylogenetic tree, conserved motifs, and gene structures of the 19 EoSPL
proteins [50].

4.4. Gene Duplication Events and Collinearity Analysis

MCScanX was used to identify individual EoSPL gene duplication events throughout
evolutionary history [54]. The gene duplication events of EoSPL genes were visually repre-
sented using TBtools-II [50]. Collinearity analysis of EoSPL genes between centipedegrass
and other species (Arabidopsis, rice, maize, and sorghum) was performed using TBtools-
II [50]. Furthermore, the gene duplication time was calculated according to the formula:
T = Ks/2λ (λ = 6.5 × 10−9) [55].

4.5. Promoter Analysis and miR156 Target Prediction of EoSPL Genes

The 2000 bp upstream sequences of the EoSPL genes were submitted to PlantCARE
(https://bioinformatics.psb.ugent.be/webtools/plantcare/html/, accessed on 2 October
2024) to analyze their cis-regulatory elements [56]. The sequences of miR156 were obtained
from the miRBase database (https://www.mirbase.org/, accessed on 2 October 2024) [57].
The target locations were determined through the coding regions of the EoSPL genes using
psRNATarget (https://www.zhaolab.org/psRNATarget/, accessed on 2 October 2024) [58].

4.6. Plant Material and Treatment

Seeds of the centipedegrass cultivar “Wuling” were sown in small square pots con-
taining quartz sand within a plant growth chamber. The growth conditions for the plant
material were as follows: 23 ◦C/19 ◦C (12 h day/12 h night). Seedlings were subjected
to each stress after a 90-day growth period. Salt stress was induced with 200 mmol·L−1

NaCl irrigation, while drought stress was mimicked using 20% PEG-6000. Glufosinate
ammonium was sprayed at a concentration of 6 mmol·L−1. Aluminum stress was applied
using 100 µmol·L−1 AlCl3 solution, and cold stress was performed using an incubator set at
4 ◦C. Samples were harvested at 0, 0.5, 1.5, 3, 6, 12, 24, 48, and 72 h after each application of
stress. Each sampling point consisted of three independent biological replicates. Then, the
samples were quickly immersed in liquid nitrogen to preserve their condition and stored at
−80 ◦C.

4.7. qRT-PCR Analysis of Centipedegrass

Total RNA extraction was performed using the M5 HiPer Plant Complex Mini Kit
(Juhemei, Beijing, China). The extracted RNA was then transformed into cDNA using the
ABScript III RT Master Mix for qPCR with gDNA Remover (Abclonal, Wuhan, China).
qRT-PCR was performed using the Genious 2× SYBR Green Fast qPCR Mix (Abclonal,
Wuhan, China) according to the manufacturer’s protocol and the CFX96 Realtime PCR
system (Bio-Rad, Hercules, CA, USA). The experiment was carried out in a 10 µL system.
The experimental protocol was as follows: an initial denaturation phase at 95 ◦C for a
duration of 30 s. Subsequently, 40 cycles of denaturation were performed at 95 ◦C for 10 s
by annealing at 58 ◦C for a duration of 10 s. Finally, a final extension step was carried out.
The chosen internal reference genes were UBC (ubiquitin-conjugating enzyme) for tissues,
cold, and aluminum stress, MD (malate dehydrogenase) for drought and salt stress, and
RIP (60S ribosomal protein L2) for glufosinate and ammonium stress [59]. The relative
expression levels of EoSPLs were obtained using the 2−∆∆Ct method [60]. Each sampling
point consisted of three independent biological replicates. A total of fifteen primer pairs
specific to the EoSPLs were crafted using Primer 5 software, and the details of these primers
are provided in Table S2.

https://bioinformatics.psb.ugent.be/webtools/plantcare/html/
https://www.mirbase.org/
https://www.zhaolab.org/psRNATarget/
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4.8. Expression Profiles of EoSPLs in Cold Stress and Prediction of Protein–Protein Interactions of
EoSPL Protein

Previous RNA-seq data were employed to investigate the expression patterns of
EoSPLs under cold stress [61]. Heatmap analysis was conducted using TBtools-II [50].
Analysis of the protein–protein interaction (PPI) network was performed utilizing the
STRING database (https://cn.string-db.org/, accessed on 2 October 2024) [62].

4.9. Statistical Analysis

All statistical analyses and graphing were performed using IBM SPSS Statistics 27 and
Origin 2024b. The least significant difference (LSD) test was used to compare the data.

5. Conclusions
In this study, nineteen EoSPL genes were identified and mapped within the centipede-

grass genome, all of which were found to possess a complete SBP domain. Phylogenetic
analyses revealed that genes within the same clade exhibit comparable gene structures and
conserved motifs. Segmental duplication has significantly influenced the expansion of the
EoSPL gene family in centipedegrass. Investigation of cis-acting elements suggests that
EoSPLs are associated with plant development and responsive to phytohormones, as well
as a multitude of stress conditions. Moreover, 10 EoSPL genes exhibited a targeted relation-
ship with miR156. The EoSPLs are predominantly expressed in leaves and demonstrated
diverse responses to abiotic stress. These findings establish a foundation for exploring the
involvement of SPL genes in plant stress tolerance and provide a robust foundation for
future investigations into the regulatory mechanisms of miR156/SPL modules, which can
be instrumental in devising strategies to enhance the stress resistance of turfgrass species.

Supplementary Materials: The following supporting information can be downloaded at https:
//www.mdpi.com/article/10.3390/plants14010062/s1: Table S1: the Ct value of qRT-PCR analysis;
Table S2: Primers of the EoSPLs in qRT-PCR.

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

Funding: This research was funded by the National Natural Science Foundation of China (32071885),
the earmarked fund for the Modern Agro-industry Technology Research System (CARS-34), and the
Sichuan Science and Technology Program (2024YFHZ0300).

Data Availability Statement: The original contributions presented in this study are included in the
article/Supplementary Material. Further inquiries can be directed to the corresponding authors.

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

References
1. Wang, B.; Sun, Z.; Liu, Y.; Xu, B.; Li, J.; Chi, M.; Xing, Y.; Yang, B.; Li, J.; Liu, J.; et al. A pervasive phosphorylation cascade

modulation of plant transcription factors in response to abiotic stress. Planta 2023, 258, 73.
2. Klein, J.; Saedler, H.; Huijser, P. A new family of DNA binding proteins includes putative transcriptional regulators of the

Antirrhinum majus floral meristem identity gene SQUAMOSA. Mol. Gen. Genet. 1996, 250, 7–16. [PubMed]
3. Birkenbihl, R.P.; Jach, G.; Saedler, H.; Huijser, P. Functional dissection of the plant-specific SBP-domain: Overlap of the DNA-

binding and nuclear localization domains. J. Mol. Biol. 2005, 352, 585–596. [CrossRef] [PubMed]

https://cn.string-db.org/
https://www.mdpi.com/article/10.3390/plants14010062/s1
https://www.mdpi.com/article/10.3390/plants14010062/s1
https://www.ncbi.nlm.nih.gov/pubmed/8569690
https://doi.org/10.1016/j.jmb.2005.07.013
https://www.ncbi.nlm.nih.gov/pubmed/16095614


Plants 2025, 14, 62 19 of 21

4. Yamasaki, K.; Kigawa, T.; Inoue, M.; Tateno, M.; Yamasaki, T.; Yabuki, T.; Aoki, M.; Seki, E.; Matsuda, T.; Nunokawa, E.; et al. A
novel zinc-binding motif revealed by solution structures of DNA-binding domains of Arabidopsis SBP-family transcription factors.
J. Mol. Biol. 2004, 337, 49–63. [CrossRef]

5. Jerome Jeyakumar, J.M.; Ali, A.; Wang, W.M.; Thiruvengadam, M. Characterizing the role of the miR156-SPL network in plant
development and stress response. Plants 2020, 9, 1206. [CrossRef] [PubMed]

6. Zhang, T.; Wang, J.; Zhou, C. The role of miR156 in developmental transitions in Nicotiana tabacum. Sci. China Life Sci. 2015, 58,
253–260. [CrossRef] [PubMed]

7. Yu, N.; Niu, Q.W.; Ng, K.H.; Chua, N.H. The role of miR156/SPLs modules in Arabidopsis lateral root development. Plant J. 2015,
83, 673–685. [CrossRef] [PubMed]

8. Zhang, X.; Zou, Z.; Zhang, J.; Zhang, Y.; Han, Q.; Hu, T.; Xu, X.; Liu, H.; Li, H.; Ye, Z. Over-expression of sly-miR156a in tomato
results in multiple vegetative and reproductive trait alterations and partial phenocopy of the sft mutant. FEBS Lett. 2011, 585,
435–439. [CrossRef]

9. Liu, J.; Cheng, X.; Liu, P.; Sun, J. miR156-Targeted SBP-box transcription factors interact with DWARF53 to regulate TEOSINTE
BRANCHED1 and BARREN STALK1 expression in bread wheat. Plant Physiol. 2017, 174, 1931–1948. [CrossRef] [PubMed]

10. Aung, B.; Gruber, M.Y.; Amyot, L.; Omari, K.; Bertrand, A.; Hannoufa, A. MicroRNA156 as a promising tool for alfalfa
improvement. Plant Biotechnol. J. 2015, 13, 779–790. [CrossRef]

11. Stief, A.; Altmann, S.; Hoffmann, K.; Pant, B.D.; Scheible, W.R.; Bäurle, I. Arabidopsis miR156 regulates tolerance to recurring
environmental stress through SPL transcription factors. Plant Cell 2014, 26, 1792–1807. [CrossRef] [PubMed]

12. Lian, L.; Xu, H.; Zhang, H.; He, W.; Cai, Q.; Lin, Y.; Wei, L.; Pan, L.; Xie, X.; Zheng, Y.; et al. Overexpression of OsSPL14 results in
transcriptome and physiology changes in indica rice ‘MH86’. Plant Growth Regul. 2020, 90, 265–278. [CrossRef]

13. Liu, K.; Cao, J.; Yu, K.; Liu, X.; Gao, Y.; Chen, Q.; Zhang, W.; Peng, H.; Du, J.; Xin, M.; et al. Wheat TaSPL8 modulates leaf angle
through auxin and brassinosteroid signaling. Plant Physiol. 2019, 181, 179–194. [CrossRef] [PubMed]

14. Min, X.; Luo, K.; Liu, W.; Zhou, K.; Li, J.; Wei, Z. Molecular characterization of the miR156/MsSPL model in regulating the
compound leaf development and abiotic stress response in alfalfa. Genes 2022, 13, 331. [CrossRef]

15. Shao, Y.; Zhou, H.Z.; Wu, Y.; Zhang, H.; Lin, J.; Jiang, X.; He, Q.; Zhu, J.; Li, Y.; Yu, H.; et al. OsSPL3, an SBP-domain protein,
regulates crown root development in rice. Plant Cell 2019, 31, 1257–1275. [CrossRef] [PubMed]

16. Li, L.; Shi, F.; Wang, Y.; Yu, X.; Zhi, J.; Guan, Y.; Zhao, H.; Chang, J.; Chen, M.; Yang, G.; et al. TaSPL13 regulates inflorescence
architecture and development in transgenic wheat (Triticum aestivum L.). Plant Sci. 2020, 296, 110516. [CrossRef] [PubMed]

17. Ma, L.; Liu, X.; Liu, W.; Wen, H.; Zhang, Y.; Pang, Y.; Wang, X. Characterization of squamosa-promoter binding protein-box
family genes reveals the critical role of MsSPL20 in alfalfa flowering time regulation. Front. Plant Sci. 2022, 12, 775690. [CrossRef]
[PubMed]

18. Wang, S.; Wu, K.; Yuan, Q.; Liu, X.; Liu, Z.; Lin, X.; Zeng, R.; Zhu, H.; Dong, G.; Qian, Q.; et al. Control of grain size, shape and
quality by OsSPL16 in rice. Nat. Genet. 2012, 44, 950–954. [CrossRef] [PubMed]

19. Gupta, A.; Hua, L.; Zhang, Z.; Yang, B.; Li, W. CRISPR-induced miRNA156-recognition element mutations in TaSPL13 improve
multiple agronomic traits in wheat. Plant Biotechnol. J. 2023, 21, 536–548. [CrossRef]

20. Tripathi, R.K.; Overbeek, W.; Singh, J. Global analysis of SBP gene family in Brachypodium distachyon reveals its association with
spike development. Sci. Rep. 2020, 10, 15032. [CrossRef] [PubMed]

21. Jung, J.H.; Lee, H.J.; Ryu, J.Y.; Park, C.M. SPL3/4/5 integrate developmental aging and photoperiodic signals into the ft-fd module
in Arabidopsis flowering. Mol. Plant 2016, 9, 1647–1659. [CrossRef] [PubMed]

22. Gou, J.; Tang, C.; Chen, N.; Wang, H.; Debnath, S.; Sun, L.; Flanagan, A.; Tang, Y.; Jiang, Q.; Allen, R.; et al. SPL7 and SPL8
represent a novel flowering regulation mechanism in switchgrass. New Phytol. 2019, 222, 1610–1623. [CrossRef] [PubMed]

23. Wu, G.; Park, M.Y.; Conway, S.R.; Wang, J.W.; Weigel, D.; Poethig, R.S. The sequential action of miR156 and miR172 regulates
developmental timing in Arabidopsis. Cell 2009, 138, 750–759. [CrossRef] [PubMed]

24. Zhao, J.; Shi, M.; Yu, J.; Guo, C. SPL9 mediates freezing tolerance by directly regulating the expression of CBF2 in Arabidopsis
thaliana. BMC Plant Biol. 2022, 22, 59. [CrossRef] [PubMed]

25. Matthews, C.; Arshad, M.; Hannoufa, A. Alfalfa response to heat stress is modulated by microRNA156. Physiol. Plant. 2019, 165,
830–842. [CrossRef] [PubMed]

26. Hanly, A.; Karagiannis, J.; Lu, Q.S.M.; Tian, L.; Hannoufa, A. Characterization of the role of SPL9 in drought stress tolerance in
Medicago sativa. Int. J. Mol. Sci. 2020, 21, 6003. [CrossRef]

27. Lan, T.; Zheng, Y.; Su, Z.; Yu, S.; Song, H.; Zheng, X.; Lin, G.; Wu, W. OsSPL10, a SBP-box gene, plays a dual role in salt tolerance
and trichome formation in rice (Oryza sativa L.). G3 Genes Genomes Genet. 2019, 9, 4107–4114. [CrossRef]

28. Li, J.; Guo, H.; Zong, J.; Chen, J.; Li, D.; Liu, J. Genetic diversity in centipedegrass [Eremochloa ophiuroides (Munro) Hack.]. Hortic.
Res. 2020, 7, 4. [CrossRef]

https://doi.org/10.1016/j.jmb.2004.01.015
https://doi.org/10.3390/plants9091206
https://www.ncbi.nlm.nih.gov/pubmed/32942558
https://doi.org/10.1007/s11427-015-4808-5
https://www.ncbi.nlm.nih.gov/pubmed/25682394
https://doi.org/10.1111/tpj.12919
https://www.ncbi.nlm.nih.gov/pubmed/26096676
https://doi.org/10.1016/j.febslet.2010.12.036
https://doi.org/10.1104/pp.17.00445
https://www.ncbi.nlm.nih.gov/pubmed/28526703
https://doi.org/10.1111/pbi.12308
https://doi.org/10.1105/tpc.114.123851
https://www.ncbi.nlm.nih.gov/pubmed/24769482
https://doi.org/10.1007/s10725-019-00569-0
https://doi.org/10.1104/pp.19.00248
https://www.ncbi.nlm.nih.gov/pubmed/31209125
https://doi.org/10.3390/genes13020331
https://doi.org/10.1105/tpc.19.00038
https://www.ncbi.nlm.nih.gov/pubmed/30940685
https://doi.org/10.1016/j.plantsci.2020.110516
https://www.ncbi.nlm.nih.gov/pubmed/32539997
https://doi.org/10.3389/fpls.2021.775690
https://www.ncbi.nlm.nih.gov/pubmed/35069631
https://doi.org/10.1038/ng.2327
https://www.ncbi.nlm.nih.gov/pubmed/22729225
https://doi.org/10.1111/pbi.13969
https://doi.org/10.1038/s41598-020-72005-7
https://www.ncbi.nlm.nih.gov/pubmed/32929136
https://doi.org/10.1016/j.molp.2016.10.014
https://www.ncbi.nlm.nih.gov/pubmed/27815142
https://doi.org/10.1111/nph.15712
https://www.ncbi.nlm.nih.gov/pubmed/30688366
https://doi.org/10.1016/j.cell.2009.06.031
https://www.ncbi.nlm.nih.gov/pubmed/19703400
https://doi.org/10.1186/s12870-022-03445-8
https://www.ncbi.nlm.nih.gov/pubmed/35109794
https://doi.org/10.1111/ppl.12787
https://www.ncbi.nlm.nih.gov/pubmed/29923601
https://doi.org/10.3390/ijms21176003
https://doi.org/10.1534/g3.119.400700
https://doi.org/10.1038/s41438-019-0228-1


Plants 2025, 14, 62 20 of 21

29. Wang, X.; Gou, W.; Wang, T.; Xiong, Y.; Xiong, Y.; Yu, Q.; Dong, Z.; Ma, X.; Liu, N.; Zhao, J. Genetic diversity analysis and
molecular characteristics of wild centipedegrass using sequence-related amplified polymorphism (SRAP) markers. PeerJ 2023,
11, e15900. [CrossRef] [PubMed]

30. Hirata, M.; Kunieda, E.; Tobisa, M. Preference of cattle grazing conterminous monocultures of centipedegrass (Eremochloa
ophiuroides) and bahiagrass (Paspalum notatum) with contrasting regrowth durations. Anim. Sci. J. 2017, 88, 909–917. [CrossRef]
[PubMed]

31. Li, X.; Cen, H.; Chen, Y.; Xu, S.; Peng, L.; Zhu, H.; Li, Y. Physiological analyses indicate superoxide dismutase, catalase, and
phytochelatins play important roles in Pb tolerance in Eremochloa ophiuroides. Int. J. Phytoremediat. 2016, 18, 251–260. [CrossRef]
[PubMed]

32. Yang, Z.; Wang, X.; Gu, S.; Hu, Z.; Xu, H.; Xu, C. Comparative study of SBP-box gene family in Arabidopsis and rice. Gene 2008,
407, 1–11. [CrossRef]

33. Zhu, T.; Liu, Y.; Ma, L.; Wang, X.; Zhang, D.; Han, Y.; Ding, Q.; Ma, L. Genome-wide identification, phylogeny and expression
analysis of the SPL gene family in wheat. BMC Plant Biol. 2020, 20, 420. [CrossRef] [PubMed]

34. Mao, H.D.; Yu, L.J.; Li, Z.J.; Yan, Y.; Han, R.; Liu, H.; Ma, M. Genome-wide analysis of the SPL family transcription factors and
their responses to abiotic stresses in maize. Plant Gene 2016, 6, 1–12. [CrossRef]

35. Feng, G.; Han, J.; Yang, Z.; Liu, Q.; Shuai, Y.; Xu, X.; Nie, G.; Huang, L.; Liu, W.; Zhang, X. Genome-wide identification,
phylogenetic analysis, and expression analysis of the SPL gene family in orchardgrass (Dactylis glomerata L.). Genomics 2021, 113,
2413–2425. [CrossRef] [PubMed]

36. He, F.; Long, R.; Wei, C.; Zhang, Y.; Li, M.; Kang, J.; Yang, Q.; Wang, Z.; Chen, L. Genome-wide identification, phylogeny and
expression analysis of the SPL gene family and its important role in salt stress in Medicago sativa L. BMC Plant Biol. 2022, 22, 295.
[CrossRef]

37. Xie, K.; Wu, C.; Xiong, L. Genomic organization, differential expression, and interaction of SQUAMOSA promoter-binding-like
transcription factors and microRNA156 in rice. Plant Physiol. 2006, 142, 280–293. [CrossRef] [PubMed]

38. Salinas, M.; Xing, S.; Höhmann, S.; Berndtgen, R.; Huijser, P. Genomic organization, phylogenetic comparison and differential
expression of the SBP-box family of transcription factors in tomato. Planta 2012, 235, 1171–1184. [CrossRef] [PubMed]

39. Hou, H.; Li, J.; Gao, M.; Singer, S.D.; Wang, H.; Mao, L.; Fei, Z.; Wang, X. Genomic organization, phylogenetic comparison and
differential expression of the SBP-box family genes in grape. PLoS ONE 2013, 8, e59358. [CrossRef] [PubMed]

40. Wang, J.; Zi, H.; Wang, R.; Liu, J.; Wang, H.; Chen, R.; Li, L.; Guo, H.; Chen, J.; Li, J.; et al. A high-quality chromosome-scale
assembly of the centipedegrass [Eremochloa ophiuroides (Munro) Hack.] genome provides insights into chromosomal structural
evolution and prostrate growth habit. Hortic. Res. 2021, 8, 201. [CrossRef]

41. Zhang, Y.; Zheng, L.; Yun, L.; Ji, L.; Li, G.; Ji, M.; Shi, Y.; Zheng, X. Catalase (CAT) gene family in wheat (Triticum aestivum L.):
Evolution, expression pattern and function analysis. Int. J. Mol. Sci. 2022, 23, 542. [CrossRef] [PubMed]

42. Peng, J.; Liu, S.; Wu, J.; Liu, T.; Liu, B.; Xiong, Y.; Zhao, J.; You, M.; Lei, X.; Ma, X. Genome-wide analysis of the oat (Avena sativa)
HSP90 gene family reveals its identification, evolution, and response to abiotic stress. Int. J. Mol. Sci. 2024, 25, 2305. [CrossRef]
[PubMed]

43. Guo, X.; Chen, Y.; Hu, Y.; Feng, F.; Zhu, X.; Sun, H.; Li, J.; Zhao, Q.; Sun, H. OsMADS5 interacts with OsSPL14/17 to inhibit rice
root elongation by restricting cell proliferation of root meristem under ammonium supply. Plant J. 2023, 116, 87–99. [CrossRef]
[PubMed]

44. Hernandez-Garcia, C.M.; Finer, J.J. Identification and validation of promoters and cis-acting regulatory elements. Plant Sci. 2014,
217–218, 109–119. [CrossRef] [PubMed]

45. Sah, S.K.; Reddy, K.R.; Li, J. Abscisic acid and abiotic stress tolerance in crop plants. Front. Plant Sci. 2016, 7, 571. [CrossRef]
[PubMed]

46. Ritonga, F.N.; Chen, S. Physiological and molecular mechanism involved in cold stress tolerance in plants. Plants 2020, 9, 560.
[CrossRef]

47. Schwarz, S.; Grande, A.V.; Bujdoso, N.; Saedler, H.; Huijser, P. The microRNA regulated SBP-box genes SPL9 and SPL15 control
shoot maturation in Arabidopsis. Plant Mol. Biol. 2008, 67, 183–195. [CrossRef] [PubMed]

48. Li, Y.; Han, S.; Sun, X.; Khan, N.U.; Zhong, Q.; Zhang, Z.; Zhang, H.; Ming, F.; Li, Z.; Li, J. Variations in OsSPL10 confer drought
tolerance by directly regulating OsNAC2 expression and ROS production in rice. J. Integr. Plant Biol. 2023, 65, 918–933. [CrossRef]

49. 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] [PubMed]

50. Chen, C.; Wu, Y.; Li, J.; Wang, X.; Zeng, Z.; Xu, J.; Liu, Y.; Feng, J.; Chen, H.; He, Y.; et al. TBtools-II: A “One for All, All for One”
bioinformatics platform for biological Big-Data mining. Mol. Plant 2023, 16, 1733–1742. [CrossRef] [PubMed]

51. Waterhouse, A.M.; Procter, J.B.; Martin, D.M.; Clamp, M.; Barton, G.J. Jalview Version 2—A multiple sequence alignment editor
and analysis workbench. Bioinformatics 2009, 25, 1189–1191. [CrossRef]

https://doi.org/10.7717/peerj.15900
https://www.ncbi.nlm.nih.gov/pubmed/37641603
https://doi.org/10.1111/asj.12699
https://www.ncbi.nlm.nih.gov/pubmed/27723180
https://doi.org/10.1080/15226514.2015.1084994
https://www.ncbi.nlm.nih.gov/pubmed/26368658
https://doi.org/10.1016/j.gene.2007.02.034
https://doi.org/10.1186/s12870-020-02576-0
https://www.ncbi.nlm.nih.gov/pubmed/32912142
https://doi.org/10.1016/j.plgene.2016.03.003
https://doi.org/10.1016/j.ygeno.2021.05.032
https://www.ncbi.nlm.nih.gov/pubmed/34058273
https://doi.org/10.1186/s12870-022-03678-7
https://doi.org/10.1104/pp.106.084475
https://www.ncbi.nlm.nih.gov/pubmed/16861571
https://doi.org/10.1007/s00425-011-1565-y
https://www.ncbi.nlm.nih.gov/pubmed/22160465
https://doi.org/10.1371/journal.pone.0059358
https://www.ncbi.nlm.nih.gov/pubmed/23527172
https://doi.org/10.1038/s41438-021-00636-6
https://doi.org/10.3390/ijms23010542
https://www.ncbi.nlm.nih.gov/pubmed/35008967
https://doi.org/10.3390/ijms25042305
https://www.ncbi.nlm.nih.gov/pubmed/38396983
https://doi.org/10.1111/tpj.16361
https://www.ncbi.nlm.nih.gov/pubmed/37340958
https://doi.org/10.1016/j.plantsci.2013.12.007
https://www.ncbi.nlm.nih.gov/pubmed/24467902
https://doi.org/10.3389/fpls.2016.00571
https://www.ncbi.nlm.nih.gov/pubmed/27200044
https://doi.org/10.3390/plants9050560
https://doi.org/10.1007/s11103-008-9310-z
https://www.ncbi.nlm.nih.gov/pubmed/18278578
https://doi.org/10.1111/jipb.13414
https://doi.org/10.1093/nar/gkm259
https://www.ncbi.nlm.nih.gov/pubmed/17517783
https://doi.org/10.1016/j.molp.2023.09.010
https://www.ncbi.nlm.nih.gov/pubmed/37740491
https://doi.org/10.1093/bioinformatics/btp033


Plants 2025, 14, 62 21 of 21

52. Jin, J.; Tian, F.; Yang, D.C.; Meng, Y.Q.; Kong, L.; Luo, J.; Gao, G. PlantTFDB 4.0: Toward a central hub for transcription factors and
regulatory interactions in plants. Nucleic Acids Res. 2016, 45, 1040–1045. [CrossRef]

53. Kumar, S.; Stecher, G.; Li, M.; Knyaz, C.; Tamura, K. MEGA X: Molecular evolutionary genetics analysis across computing
platforms. Mol. Biol. Evol. 2018, 35, 1547–1549. [CrossRef] [PubMed]

54. 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] [PubMed]

55. Blanc, G.; Wolfe, K.H. Widespread paleopolyploidy in model plant species inferred from age distributions of duplicate genes.
Plant Cell 2004, 16, 1667–1678. [CrossRef] [PubMed]

56. Rombauts, S.; Déhais, P.; Van Montagu, M.; Rouzé, P. PlantCARE, a plant cis-acting regulatory element database. Nucleic Acids
Res. 1999, 27, 295–296. [CrossRef] [PubMed]

57. Kozomara, A.; Griffiths-Jones, S. miRBase: Integrating microRNA annotation and deep-sequencing data. Nucleic Acids Res. 2011,
39, 152–157. [CrossRef] [PubMed]

58. Dai, X.; Zhao, P.X. psRNATarget: A plant small RNA target analysis server. Nucleic Acids Res. 2011, 39, 155–159. [CrossRef]
[PubMed]

59. Wang, X.; Shu, X.; Su, X.; Xiong, Y.; Xiong, Y.; Chen, M.; Tong, Q.; Ma, X.; Zhang, J.; Zhao, J. Selection of suitable reference genes
for RT-qPCR gene expression analysis in centipedegrass under different abiotic stress. Genes 2023, 14, 1874. [CrossRef]

60. Schmittgen, T.D.; Livak, K.J. Analyzing real-time PCR data by the comparative C(t) method. Nat. Protoc. 2008, 3, 1101–1108.
[CrossRef] [PubMed]

61. Liu, Y.; Xiong, Y.; Zhao, J.; Bai, S.; Li, D.; Chen, L.; Feng, J.; Li, Y.; Ma, X.; Zhang, J. Molecular mechanism of cold tolerance of
centipedegrass based on the transcriptome. Int. J. Mol. Sci. 2023, 24, 1265. [CrossRef]

62. Liu, B.; Zhang, Z.; Peng, J.; Mou, H.; Wang, Z.; Dao, Y.; Liu, T.; Kong, D.; Liu, S.; Xiong, Y.; et al. Exploring evolutionary pathways
and abiotic stress responses through genome-wide identification and analysis of the alternative oxidase (AOX) gene family in
common oat (Avena sativa). Int. J. Mol. Sci. 2024, 25, 9383. [CrossRef] [PubMed]

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/10.1093/nar/gkw982
https://doi.org/10.1093/molbev/msy096
https://www.ncbi.nlm.nih.gov/pubmed/29722887
https://doi.org/10.1093/nar/gkr1293
https://www.ncbi.nlm.nih.gov/pubmed/22217600
https://doi.org/10.1105/tpc.021345
https://www.ncbi.nlm.nih.gov/pubmed/15208399
https://doi.org/10.1093/nar/27.1.295
https://www.ncbi.nlm.nih.gov/pubmed/9847207
https://doi.org/10.1093/nar/gkq1027
https://www.ncbi.nlm.nih.gov/pubmed/21037258
https://doi.org/10.1093/nar/gkr319
https://www.ncbi.nlm.nih.gov/pubmed/21622958
https://doi.org/10.3390/genes14101874
https://doi.org/10.1038/nprot.2008.73
https://www.ncbi.nlm.nih.gov/pubmed/18546601
https://doi.org/10.3390/ijms24021265
https://doi.org/10.3390/ijms25179383
https://www.ncbi.nlm.nih.gov/pubmed/39273329

	Introduction 
	Results 
	Identification of SPL Genes and the Chromosomal Distribution in Centipedegrass 
	Sequence Alignments and Phylogenetic Analysis of EoSPL Proteins 
	Gene Structure and Conserved Motif Analysis of EoSPL Genes 
	Duplication Analysis of EoSPL Genes 
	Collinearity Analysis of EoSPL Genes Between Centipedegrass and Other Species 
	Analysis of Cis-Acting Elements in the Promoter of EoSPL Genes 
	Prediction of the miR156 Target Sites in the EoSPL Gene 
	Analysis of the Protein–Protein Interaction Network of EoSPL Proteins 
	Expression Analysis of EoSPL Genes in Different Tissues 
	Expression Analysis of EoSPL Genes Under Different Abiotic Stresses 

	Discussion 
	Materials and Methods 
	Identification of the SPL Gene Family in Centipedegrass 
	Sequence Alignments and Phylogenetic Analysis of EoSPL Genes 
	Gene Structure and Conserved Motif Analysis of EoSPL Genes 
	Gene Duplication Events and Collinearity Analysis 
	Promoter Analysis and miR156 Target Prediction of EoSPL Genes 
	Plant Material and Treatment 
	qRT-PCR Analysis of Centipedegrass 
	Expression Profiles of EoSPLs in Cold Stress and Prediction of Protein–Protein Interactions of EoSPL Protein 
	Statistical Analysis 

	Conclusions 
	References

