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Abstract: Excessive input of nitrogen fertilizer not only causes a great waste of resources but brings
about a series of ecological and environmental problems. Although Small Auxin Up-regulated RNAs
(SAURs) participate in diverse biological processes, the function of SAURs in the nitrogen starvation
response has not been well-studied. Here, we identified 308 TaSAURs in wheat and divided them
into 10 subfamilies. The promoter regions of most TaSAURs contain hormone responsive elements,
and their expression levels change under the treatment of different hormones, such as IAA, MeJA,
and ABA. Interestingly, overexpression of one of the TaSAUR family members, a nitrogen starvation
responsive gene, TaSAUR66-5B, can promote the growth of Arabidopsis and wheat roots. In addition,
overexpression of TaSAUR66-5B in Arabidopsis up-regulates the expression levels of auxin biosynthesis
related genes, suggesting that overexpression TaSAUR66-5B may promote root growth by increasing
the biosynthesis of auxin. Furthermore, overexpression of TaSAUR66-5B in wheat can increase the
biomass and grain yields of transgenic plants, as well as the nitrogen concentration and accumulation
of both shoots and grains, especially under low nitrogen conditions. This study provides important
genomic information of the TaSAUR gene family and lays a foundation for elucidating the functions
of TaSAURs in improving nitrogen utilization efficiency in wheat.

Keywords: TaSAUR gene family; TaSAUR66-5B; root; nitrogen utilization efficiency

1. Introduction

Auxin is the first identified plant hormone, and it influences nearly all aspects of plant
growth and development, through the regulation of cell division, expansion, differentiation,
and tissue and organ patterning [1]. Auxin regulates hundreds of genes [2] and controls
downstream auxin responses via a co-receptor complex that is composed of the Transport
Inhibitor Response 1/Auxin Signaling F-box Proteins (TIR1/AFBs) and Auxin/Indole Acetic Acid
(AUX/IAA) transcriptional repressors [3]. Most early auxin-responsive genes are classified
into three families: AUX/IAAs, Gretchen Hagen 3 genes (GH3s), and Small Auxin Up-regulated
RNAs (SAURs) [4]. Among these gene families, SAURs are the most rapid auxin-responsive
genes related to the auxin signaling pathway. Since the first SAUR gene was discovered
in elongating soybean hypocotyl sections [5], members of this gene family have been
identified by genome-wide analyses in diverse plant species, such as Arabidopsis [4], rice [6],
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sorghum [7], tomato [8], potato [8], maize [9], citrus [10], ramie [11], moso bamboo [12],
cotton [13], watermelon [14], poplar [15], and apple [16].

Although many SAUR genes have been identified in different plant species, only a
small portion of them have been functionally characterized. In rice, OsSAUR39 has been
identified as a negative regulator of auxin biosynthesis and transport [17]. In Arabidopsis,
overexpression of the AtSAUR19 subfamily genes (AtSAUR19 to AtSAUR24) resulted in
increased hypocotyl elongation and leaf size, defective apical hook maintenance, and al-
tered tropic responses [18]. Other AtSAUR63 (AtSAUR61 to AtSAUR68 and AtSAUR75)
subfamily genes also led to long hypocotyls, petals, and stamen filaments in transgenic Ara-
bidopsis [19]. AtSAUR36 has been reported to play a role in promoting leaf senescence [20].
Many light-induced and/or repressed SAUR genes in Arabidopsis were also reported to me-
diate the differential growth of cotyledons and hypocotyls [21]. Gravity- or light-triggered
asymmetric auxin distribution induces the asymmetric expression of the SAUR19 subfamily
genes by Auxin Response Factor 7 (ARF7) and ARF19 in hypocotyls, which leads to bending
growth during gravitropic and phototropic responses [22]. A further analysis showed that
AtSAUR19-stimulated plasma membrane (PM) H+-ATPase activity promotes cell expansion
by inhibiting the PP2C-D phosphatases [23,24]. The functions of some SAUR members
have also been identified in wheat. Overexpression of wheat TaSAUR75 and TaSAUR78 in
Arabidopsis enhanced the tolerance of transgenic plants to multiple abiotic stresses [25,26].
These findings show that the SAUR genes play important roles in regulating plant growth
and development, as well as stress responses.

Wheat (Triticum aestivum L.) is one of the three main cereal crops in the world. How-
ever, most TaSAUR members in hexaploid wheat have not been identified, due to the
complexity of its genome. In this study, a genome-wide identification of TaSAUR mem-
bers in wheat, with currently sequenced genomes, was performed to characterize their
gene structure, chromosomal locations, and motif compositions. The cis-elements in the
promoter regions of all identified TaSAURs were analyzed, and the responsive patterns of
seven representative TaSAURs of different hormones were studied. Overexpression lines of
a nitrogen-responsive SAUR gene (TaSAUR66-5B) in Arabidopsis and wheat and RNAi lines
in wheat were generated in this study to further probe its roles in low nitrogen adaption.

2. Results
2.1. Genome-Wide Identification and Characterization of TaSAUR Family Members in Wheat

In this study, 308 TaSAURs were identified in wheat (Supplementary Table S1). All
predicted wheat TaSAUR genes were named from TaSAUR1-1A to TaSAUR172-U, based on
their chromosomal location and genomic homology. The molecular weights of the TaSAUR
proteins were 7.64–33.08 kDa, with TaSAUR107-5D encoding the highest molecular weight
and longest protein (299 aa) and TaSAUR70-5A and TaSAUR84-5B encoding the lowest
molecular weight and shortest protein (71 aa). In addition, the theoretical isoelectric points
(PI) ranged from 4.67 (TaSAUR41-5D) to 11.47 (TaSAUR4-2A). The protein subcellular
localization prediction showed that 204 of the 308 TaSAUR proteins were located in the
mitochondria or chloroplasts. The remaining proteins were predicted to be located in the
cytoplasm or nucleus.

2.2. Phylogenetic Relationships of SAURs in Five Species

To investigate the evolutionary relationships of TaSAUR genes, the SAUR proteins in
wheat were compared with those in Arabidopsis, rice, maize, and sorghum. A neighbor-
joining (NJ) phylogenetic tree was constructed, on the basis of 535 putative nonredun-
dant SAUR protein sequences from five species (Figure 1, Supplementary Table S2). All
535 SAUR proteins were clustered into ten groups, namely group I–group X (Figure 1),
which consisted of 38, 185, 51, 19, 59, 25, 44, 24, 41, and 49 members, respectively. Group II is
the largest subfamily of TaSAUR. This subfamily contained 121 TaSAUR members (39.3%),
of which, 105 were distributed on the fifth homologous group of wheat chromosomes.
Group I and VI contained 20 and 17 TaSAUR members, respectively (6.5% and 5.5), of
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which, 11 and 14 were distributed on the sixth homologous group of wheat chromosomes.
Group III contained 37 TaSAUR members (12.0%), of which 35 were distributed on the
second homologous group of wheat chromosomes. Group IV is the smallest subfamily.
This subfamily contained eight TaSAUR members (2.6%), scattered on the second, sixth,
and seventh homologous groups of wheat chromosomes. Group V contained 15 TaSAUR
members (4.9%), of which 11 were distributed on the seventh homologous group of wheat
chromosomes. Group VII contained 29 TaSAUR members (9.4%), of which 18 were dis-
tributed on the fifth homologous group of wheat chromosomes. Group VIII is the smallest
subfamily of TaSAURs. This subfamily contained six TaSAUR members (1.9%), and all
of them distributed on the fifth homologous group of wheat chromosomes. Group IX
and Group X contained 25 and 30 TaSAUR members, respectively (8.1% and 9.7%), of
which 15 and 11 members were distributed on the seventh homologous group of wheat
chromosomes (Figure 1). Most TaSAUR members in the same group, which were unevenly
distributed on the fifth, seventh, second, and sixth homologous groups, accounted for
41.9%, 18.2%, 15.9%, and 13.6%, respectively. These results indicate that the TaSAUR gene
family may have gene expansions on corresponding chromosomes. Additionally, similar
events may have occurred in other species. For example, in Group V, most AtSAUR genes
in Arabidopsis were located on chromosome 4 (Figure 1). The overall relationship of the
SAURs between wheat and rice was closer than the relationship between wheat and maize,
sorghum, or Arabidopsis.
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tree (Figure 2A), the structure of different TaSAUR proteins and TaSAUR genes were 
determined, respectively (Figure 2B–C). Motif 1 constituted the conservative 
SAUR-specific domain and was associated with coding region for auxin-responsive pro-
teins. A total of 98.4%, 33.1%, 95.5%, 62.7%, and 16.2% TaSAUR members contain Motif 1 
to 5, respectively (Supplementary Figure S1; Figure 2B). Of all the 308 TaSAUR genes 
identified, 289 genes had no intron (93.8%), while other genes, except for TaSAUR54-5B 
and TaSAUR107-5D containing two introns, only had one intron (5.5%) (Figure 2C). 

Figure 1. Phylogenetic analysis of SAURs homolog proteins in five different plant species. The
phylogenetic tree was generated with MEGA 7.0, using the neighbor-joining (NJ) algorithm. The ac-
cession numbers of SAURs proteins in Oryza sativa, Zea mays, Arabidopsis thaliana, Sorghum bicolor, and
Triticum aestivum (red font) are listed in Supplementary Table S2. Ten major clades are distinguished
with different colors.

2.3. Gene Structure and Conserved Motifs of TaSAURs

The gene exon–intron structures and conserved motifs were predicted to gain an
insight into the variation of the TaSAUR genes in wheat. On the basis of the phylogenetic
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tree (Figure 2A), the structure of different TaSAUR proteins and TaSAUR genes were
determined, respectively (Figure 2B–C). Motif 1 constituted the conservative SAUR-specific
domain and was associated with coding region for auxin-responsive proteins. A total of
98.4%, 33.1%, 95.5%, 62.7%, and 16.2% TaSAUR members contain Motif 1 to 5, respectively
(Supplementary Figure S1; Figure 2B). Of all the 308 TaSAUR genes identified, 289 genes
had no intron (93.8%), while other genes, except for TaSAUR54-5B and TaSAUR107-5D
containing two introns, only had one intron (5.5%) (Figure 2C).Int. J. Mol. Sci. 2022, 23, x FOR PEER REVIEW 5 of 17 
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TaSAUR proteins and TaSAUR genes. (A) The phylogenetic tree was constructed using the neighbor-
joining method with MEGA 7.0. (B) The conserved motifs were predicted using Multiple Em for
Motif Elicitation (MEME) (https://meme-suite.org/meme/tools/meme (accessed on 20 January
2022)). The box length indicates the number of amino acids in the motif. (C) The structure of TaSAUR
genes. Yellow boxes represent exons, lines represent introns, and green boxes represent untranslated
regions (UTRs). (D) The 2 000 bp DNA fragments in the upstream of the coding region of TaSAUR
genes were selected as putative promoter regions for cis-element analysis using the PlantCARE online
tool. Each color indicates one kind of cis-element.

2.4. Cis-Elements in the Promoters of TaSAURs

To further identify cis-elements in the promoter region of TaSAUR genes, a 2000 bp
DNA fragment in the upstream of the coding region of each putative TaSAUR was se-
lected as putative promoter region and analyzed using the PlantCARE tool. As shown in
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Figure 2D, many kinds of cis-elements, such as light response, development, hormone,
and stress-related cis-elements, were identified in the promoters of TaSAUR genes. Light-
responsive elements, such as G-box, MBS, and TCT, were widely presented in the promoter
region of TaSAUR genes (Figure 3A). The hormone response elements, including the methyl
jasmonate (MeJA)-responsive, abscisic acid-responsive, gibberellin-responsive, salicylic
acid-responsive, and auxin-responsive elements, were widely distributed in the promoter
region of TaSAUR genes. Additionally, many abiotic stress response elements were iden-
tified, such as wound, low temperature, anaerobic, and drought stress response-related
cis-elements. In addition, some cis-elements related to plant growth and development, such
as zein metabolism regulation, flavonoid biosynthesis, seed-specific regulation, meristem
expression, endosperm expression, differentiation of the palisade mesophyll cells, meristem
specific activation, circadian control, and root-specific and cell cycle regulation, were also
found in the promoter regions of TaSAUR genes.
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of each type of cis-elements identified in the promoter regions. (B) The number of cis-elements
identified in the promoter regions in each category.

2.5. Gene Expression Analysis of TaSAURs under Exogenous Hormones Treatment

The promoter regions of TaSAURs contain numerous hormone response elements. We
used real-time quantitative PCR to analyze the expression patterns of seven representative
TaSAURs with high expression level in wheat roots in response to different hormones. Five
of them (TaSAUR100-5D, TaSAUR113-5D, TaSAUR99-5D, TaSAUR61-5D, and TaSAUR68-
5A) were expressed specifically in roots, and two (TaSAUR66-5B and TaSAUR143-7A)
were expressed in roots, stems, and leaves. Results showed that the expression levels of
TaSAUR100-5D and TaSAUR113-5D down-regulated in response to IAA treatment, while
TaSAUR99-5D, TaSAUR61-5D, TaSAUR68-5A, TaSAUR66-5B, and TaSAUR143-7A were all
up-regulated (Figure 4A). These results verified that TaSAURs were early responsive genes
to auxin, but the response patterns of different members have significant differences, with
some up-regulated and some down-regulated.
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Figure 4. The expression patterns of TaSAUR genes under different hormone treatments. Real-time
PCR analysis of the expression levels of 7 TaSAUR genes were performed in the roots of 2-week-
old wheat seedlings under 30 mg·L−1 IAA (A), 100 µmol·L−1 methyl jasmonate (MeJA) (B), or
100 µmol·L−1 abscisic acid (ABA) (C) treatments, respectively. The 2−4Ct method was employed to
calculate the relative gene expression level, with β-TaTubulin as the reference gene. Data are presented
as means ± SD of three independent biological replicates.

TaSAUR100-5D, TaSAUR113-5D, TaSAUR99-5D, TaSAUR66-5B, TaSAUR68-5A, and
TaSAUR143-7A were up-regulated after 6 h MeJA application and reached the maximum
expression levels at 12 h. While the expression of TaSAUR61-5D was up-regulated at first,
it then down-regulated, reaching the peak at 3 h and lowest at 6 h, and then increased
gently (Figure 4B). For ABA treatment, the expression of TaSAUR100-5D, TaSAUR113-5D,
TaSAUR99-5D, TaSAUR66-5B, and TaSAUR68-5A were down-regulated at 0–6 h and then
up-regulated continuously. TaSAUR143-7A and TaSAUR61-5D were down-regulated and
reached the lowest point at 12 h (Figure 4C). The expression of TaSAUR100-5D, TaSAUR113-
5D, TaSAUR99-5D, TaSAUR66-5B, and TaSAUR68-5A were up-regulated by exogenous
ABA or MeJA, but there were differences in expression levels. TaSAUR61-5D was down-
regulated by ABA or MeJA at 12 h, which may play a negative role in stress responses. The
expression pattern of TaSAUR143-7A changed dynamically under the two conditions, but
the relative expression level was opposite at 12 h; that is, it was down-regulated by ABA
and up-regulated by MeJA, suggesting that MeJA may be the main signal pathway for the
positive regulation of the TaSAUR143-7A gene under adverse conditions.

2.6. Functional Analysis of TaSAUR66-5B

Since the response of TaSAUR66-5B to auxin is the most significant one among the
seven investigated TaSAUR genes, and it can respond to low nitrogen stress based on one of
our microarray analyses, we, therefore, performed further analysis on it. Firstly, we exam-
ined the expression levels of TaSAUR66-5B in the roots of a pair of wheat isogenic lines, i.e.,
178A and 178B [27]. We found that the expression of TaSAUR66-5B was significantly higher
in the long-root line 178B, compared to that in the short-root line 178A, and significantly
up-regulated in both 178A and 178B under low nitrogen conditions. The expression levels
increased by 60.1 times in 178B under low nitrogen, while they increased by 3.88 times
in 178A (Supplementary Figure S2). These results indicated that TaSAUR66-5B might be
involved in the regulation of wheat root growth and low nitrogen adaption. Then, we
generated overexpression lines of TaSAUR66-5B in Arabidopsis and wheat and RNAi lines
in wheat to further probe its biological function (Figures 5A and 6A). Phenotypic analysis
of homozygous T3 Arabidopsis transgenic lines showed that the primary and lateral roots of
transgenic plants were significantly longer than those of WT under both low nitrogen (LN)
and normal nitrogen (CK) conditions (Figure 5A–C), thus indicating that overexpression of
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TaSAUR66-5B in Arabidopsis significantly promoted the root growth of transgenic plants.
We examined the expression levels of four key genes (TAA1, TAR2, TAR3, and TAR4) in-
volved in auxin biosynthesis. Results showed that the relative expression levels of the four
examined genes were all significantly up-regulated in the TaSAUR66-5B overexpressed
lines (Figure 5D–H). Taken together, TaSAUR66-5B may enhance root growth by promoting
auxin biosynthesis.
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Figure 5. Overexpression of TaSAUR66-5B in Arabidopsis thaliana up-regulates key genes in auxin
biosynthesis and promotes root growth. (A) Root phenotypes of Arabidopsis transgenic lines under
normal nitrogen (CK) and low nitrogen (LN) conditions. Bar = 2 cm. (B) The primary root length of
Arabidopsis wild-type (WT) and transgenic lines. (C) The lateral root length of WT and transgenic
lines. (D–H) The relative expression levels of key genes in auxin biosynthesis TAA1, TAR2, TAR3, and
TAR4 in WT and transgenic line. The relative expression levels were normalized to the expression
of AtActin by 2−4Ct. ** indicates significant difference (p < 0.01). Different lower case letters above
columns indicate statistical differences at p < 0.05 level.

Similarly, overexpression of TaSAUR66-5B in wheat also significantly promoted the
root growth of transgenic plants under both LN and CK conditions (Figure 6A–C). However,
the effects of underexpression of TaSAUR66-5B on root growth in RNAi plants is not
significant (Figure 6C). The most likely reason is that there are a large number of TaSAUR
gene family members and the presence of function redundancy in hexaploid wheat. In
the field trial, the biomass and grain yield of TaSAUR66-5B overexpression lines were
significantly higher than those of WT under both LN and CK conditions (Figure 6D,E). The
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biomass increased by 24.62–33.32% under CK and 15.50–20.28% under LN conditions. The
grain yield increased by 18.17–37.59% under CK and 27.96–30.76% under LN conditions.
The TaSAUR66-5B underexpression lines (RNAi lines) had significant lower biomass and
grain yield than those of WT under LN conditions but no significant lower biomass and
grain yield under CK. To investigate whether TaSAUR66-5B can improve the nitrogen use
efficiency (NUE) in wheat, we measured the nitrogen concentration of the straw and grains
of TaSAUR66-5B transgenic lines and calculated the nitrogen accumulation based on straw
biomass and grain yield. Results showed that the nitrogen concentration and nitrogen
accumulation in the straw and grains of almost all overexpression lines were significantly
higher than those of WT, especially under LN conditions (Figure 6F–H). These results
suggest that overexpression of TaSAUR66-5B can improve wheat growth performance,
yield, and NUE, especially under LN conditions. Similar to the effects on root growth,
underexpression of TaSAUR66-5B on nitrogen uptake in most RNAi plants is not significant,
which, once again, indicates the possible functional redundancy among the TaSAUR gene
family members.
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Figure 6. Overexpression of TaSAUR66-5B in wheat promotes root growth and improves nitrogen
use efficiency (NUE). (A) The root morphology of representative plants of WT and transgenic line
under normal nitrogen (CK) and low nitrogen (LN) conditions. Bar = 10 cm. (B) Relative expression
levels of TaSAUR66-5B gene in different wheat transgenic lines. The relative expression level of
TaSAUR66-5B was normalized to the expression of β-TaTubulin, 2−4Ct. (C) The total root length of
each wheat transgenic line under CK and LN conditions. (D) The biomass per plant, (E) grain yield
per plant, (F) straw nitrogen concentration, (G) grain nitrogen concentration, and (H) aerial nitrogen
accumulation of transgenic lines and WT under CK and LN conditions, respectively. The data are
expressed as the mean ± SD of three biological replicates. Different lower case letters above columns
indicate statistical differences at p < 0.05 level.

3. Discussion

Auxin, an important plant hormone, forms a complex signaling network with other
plant hormones [28,29]. The SAUR gene family is one of three early auxin-responsive gene
families; however, the function of most SAUR genes remains unknown. One possible
reason is that there are numerous members in SAUR gene family, especially in hexaploid



Int. J. Mol. Sci. 2022, 23, 7574 9 of 15

wheat. The complex genome of hexaploid wheat adds a barrier to study the function of
TaSAURs. With the completion of wheat genome sequence, the genome-wide identification
of TaSAUR gene family members becomes feasible. Here, we identified TaSAUR family
members and predicted the characteristics, chromosomal locations, subcellular localization,
and cis-elements of each member. We totally identified 308 TaSAUR members in hexaploid
wheat. Motif analysis showed that 287 of the 308 TaSAURs possess motif 1 andmotif 3
(Figure 2B), thus indicating that the domains are strongly conserved in TaSAUR family. The
majority of TaSAUR genes (93.8%) have no intron. This is consistent with the results in other
species. For example, none of the SAURs in rice have any intron, whereas only one SAUR
gene in Arabidopsis harbors an intron [6]. Different SAUR members may localize in different
subcellular organelles, such as the nucleus [30], cytoplasm [17], or PM [18], and play
different biological roles. In the present study, more than 66% TaSAURs were localized in the
mitochondria or chloroplasts. This feature has also been found in other species. In fact, more
than half of the ZmSAURs proteins in maize and PtSAURs in poplar are predicted to be
localized in mitochondria or chloroplasts [9,15]. Mockevi et al. (2006) [31] found that some
IAA auxin-binding protein complexes may be localized in the mitochondria and chloroplast,
indicating that auxin may be involved in the first energy transfer processes that occur on
the membrane of both organelles. As an early auxin-responsive gene family, TaSAUR
proteins may also be involved in this process. In Arabidopsis, SAUR19 overexpression and
SAUR19/23/24 artificial microRNA (amiRNA) knockdown seedlings conferred an increased
and decreased basipetal indole-3-acetic acid (IAA) transport, respectively, in hypocotyls [18].
Similar findings have been obtained with SAUR41 and SAUR63 [19,32]. Arabidopsis SAUR15
and SAUR70 have been shown to bind CaM or CaM-related proteins [33]. The above
genes, with similar function, were clustered into the same branch in the evolutionary tree
(Figure 1), which indicated the feasibility of analyzing the conservative function of genes
by the evolutionary tree.

Many light-, hormone-, and stress-responsive elements were identified in the promoter
regions of TaSAURs (Figure 3). Some elements are closely related to the regulation of plant
growth and development. For example, the G-box element has been reported to be involved
in the regulation of chlorophyll II biosynthesis in Arabidopsis [34]. Thus, TaSAURs may be
involved in the regulation of plant growth and development through these cis-elements.
Studies has shown that the core component of BR signaling, BZR1/BES1, can bind to the
promoters of SAUR15, SAUR36, and SAUR59 in Arabidopsis [35–39]. Bai et al. (2012) found
that 27 SAURs genes were up-regulated, following a 12 h GA treatment [40]. Many SAURs
genes exhibit reduced expression in response to ABA treatment, as well as drought and
osmotic stresses [41]. Since the promoter regions of TaSAURs also have a large number of
cis-acting elements in response to auxin, ABA and MeJA (Figure 3), we, therefore, analyzed
the expression pattern of seven selected TaSAURs under different hormone treatments and
found that most of them respond quickly to IAA, ABA, and MeJA (Figure 4). Both ABA and
MeJA have been shown to enhance the ability of plants to cope with stress. Previous studies
have shown that the JA biosynthesis pathway may regulate root structure by regulating JA
level, thus improving nutrient utilization efficiency and tolerance to N, P, and K deficiency
in rice [42]. Under the condition of heavy metal cadmium (Cd), exogenous ABA application
significantly increased nitrate reductase (NR) activity in roots by 82.8%, GS activity in
shoots by 32.1%, and NUE by 17.2% [43].

The regulation of nitrogen utilization by auxin may be related to NRT1.1, which not
only encodes protein as a nitrate transporter but also promotes auxin polar transport and
regulates lateral roots development in Arabidopsis thaliana [44–47]. DULL NITROGEN RE-
SPONSE1 (DNR1) is another crucial gene negatively regulating NUE by auxin. Rice plants
without the DNR1 gene loci showed increased auxin synthesis, NUE, and yield [48]. In
this study, we found that overexpression of a nitrogen-responsive SAUR gene (TaSAUR66-
5B) promoted root growth, and the key genes for auxin biosynthesis were significantly
upregulated in transgenic plants (Figure 5). As a matter of fact, some members of SAURs
in Arabidopsis, SAUR76, SAUR15, and SAUR41 can positively regulate roots growth, mainly
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associated with activation of H+-ATPase and auxin biosynthesis and transport [32,49,50]. It
has been reported that AtSAUR41 initiates and regulates cell expansion and root meristem
establishment [32,51]. During lateral root development, SAUR41 is specifically expressed
in the potential stem cell niches of lateral root primordia and enlarged endoderm cells
around the primordia. OsSAUR39 has been reported to negatively regulate root develop-
ment, reduce lateral root number, and stem and root length in rice [17]. Overexpression
OsSAUR45 showed pleiotic developmental defects, including reduced plant height and
primary root length, secondary roots, narrower leaves, and lower seed setting rate [52].
OsSAUR39 and OsSAUR45 are considered to be negative regulators of auxin synthesis and
transport. However, although TaSAUR66-5B and OsSAUR39 are on the same branch of the
evolutionary tree (Figure 1), their biological functions are quite different. TaSAUR66-5B
exhibits a positive regulation of auxin biosynthesis and root growth. Overexpression of
TaSAUR66-5B promoted auxin biosynthesis and root growth (Figures 5 and 6A–C). These
results means that TaSAUR gene family has complex functional differentiation. Even dif-
ferent TaSAUR members in the same group may also have different functions. The auxin
biosynthetic gene TAR2 has also been reported to regulate root system architecture under
LN conditions. Studies have found that LN treatment can induce TAR2 and promote
the auxin accumulation. Excessive exogenous IAA treatment can down-regulate TAR2 to
balance the auxin concentration in lateral roots. Auxin concentration increased with the
decrease of nitrogen level, and the formation of lateral roots could be induced by the auxin
biosynthesis and accumulation under LN stress [53,54]. In this study, the expression of
TaSAUR66-5B was rapidly up-regulated by IAA treatment (Figure 4A), while overexpres-
sion of TaSAUR66-5B also promoted the biosynthesis of auxin (Figure 5E–H). These results
mean that, as early response genes of auxin, SAURs, in turn, affect auxin biosynthesis.
Similarly, a previous study in rice showed that OsSAUR39 reached the highest expression
level at 8 h under NAA induction, while overexpression of OsSAUR39 resulted in decreased
auxin level and transport [17]. Those evidence suggest that such feedback regulation is
common in TaSAURs gene family. As plant roots are the main organs of nutrient uptake
from soil, the genetic improvement of root traits is crucial to improving crop nutrient use
efficiency [55–57]. In this study, we observed that overexpression of TaSAUR66-5B not only
increases the nitrogen concentration and nitrogen accumulation of both shoots and grains
but also the biomass and grain yield (Figure 6). Therefore, TaSAUR66-5B could be a target
gene in future genetic improvement of wheat root traits and NUE.

4. Materials and Methods
4.1. Plant Materials

The wheat variety Kenong 199 (KN199) was used in this study to isolate the se-
quence and check the expression level of TaSAUR66-5B and generate transgenic lines. The
Columbia (Col-0) was used to generate Arabidopsis thaliana transgenic lines. TaSAUR66-5B
was cloned and overexpressed in Arabidopsis following the procedures for the TAR2 in a
previous study [53].

KN199 was used in this study for genetic transformation. To generate overexpres-
sion lines, the cDNA of TaSAUR66-5B were inserted into the pUbi-163 vector, resulting
in pUbi::TaSAUR66-5B constructs. To generate RNAi lines, the conserved sequence of
TaSAUR66-5B was inserted into a pUbi-RNAi vector, resulting in pUbi::TaSAUR66-5B-RNAi
constructs. The above constructs were then transformed into immature embryos of wheat
variety KN199, respectively, as described previously [58]. The primers used for vector con-
struction and expression level analysis are listed in Supplementary Table S3. The wild-type
KN199 and T3 transgenic wheat lines were used as materials in the hydroponic culture and
field experiment.

4.2. Identification and Classification the TaSAUR Members in Wheat

The SAUR amino acid sequences of Arabidopsis, rice, sorghum, and maize were down-
loaded from the Ensemble Plants databases (http://plants.ensembl.org/index.html (ac-
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cessed on 20 January 2022)), respectively. Candidate sequences were inspected with Hid-
den Markov Model (HMM) implemented with default parameters in HMMER v3.3.2
(https://www.ebi.ac.uk/Tools/hmmer/search/hmmscan (accessed on 20 January 2022))
to confirm the presence of the conserved SAUR domain (PF02519). All TaSAURs sequence
information was obtained according to Pfam ID in the wheat database (IWGSC RefSeq
v1.1). The Pfam database (http://www.sanger.ac.uk/Software/Pfam/search.shtml (ac-
cessed on 20 January 2022)) was used to confirm each predicted TaSAUR protein containing
a conserved SAUR-specific domain.

4.3. Characterization of Predicted TaSAUR Proteins

The ProtParam tool (https://web.expasy.org/protparam/ (accessed on 22 January
2022)) was used to analyze the physicochemical parameters (i.e., length, molecular weight,
and isoelectric point) of SAUR proteins. Subcellular localization prediction was conducted
using the CELLO v2.5 server (http://cello.life.nctu.edu.tw/ (accessed on 22 January 2022)).

4.4. Analysis of Conserved TaSAUR Motifs and Gene Structures

The gene structure, intron/exon distribution and intron/exon boundary of TaSAURs
were annotated using the GFF3 file containing wheat genome information. The Multiple
Em for Motif Elicitation and MAST Primer Search (http://meme-suite.org/tools/meme
(accessed on 22 January 2022)) program were used to analyze the protein sequences of wheat.
The following parameter settings were used: each sequence contain at most one occurrence
of each motif, the number of different motifs was 5, and motif length ranged from 6 to
50 amino acids. TBtools software (https://github.com/CJ-Chen/TBtools (accessed on
22 January 2022)) was used for graphical visualization [59].

4.5. Phylogenetic Analysis

Multiple sequence alignments for SAUR full-length protein sequences of Arabidopsis,
rice, maize, sorghum, and wheat were performed using the Multiple sequence alignment
version 3 (MUSCLE v3) (http://www.drive5.com/muscle/ (accessed on 22 January 2022)).
On the basis of the neighbor-joining method, a phylogenetic tree was constructed for
SAUR proteins by using the software MEGA 7.0. The bootstrap test was carried out
using 1000 replicates to construct the reliability of the tree. A midpoint rooted base tree
was produced using the Interactive Tree of Life (iToL, version 6.4.2, https://itol.embl.de
(accessed on 22 January 2022)).

4.6. Analysis of Cis-Elements

To survey cis-regulatory elements in the promoter regions of TaSAURs, the 2000 bp
DNA fragments in the upstream of the coding region of TaSAUR genes were selected as
putative promoter regions for cis-element scanning. The sequences of TaSAURs promoter
regions were obtained from IWGSC RefSeq v1.1 database (https://plants.ensembl.org/
Triticum_aestivum/Info/Index (accessed on 20 October 2021)). The PlantCARE program
(https://bioinformatics.psb.ugent.be/webtools/plantcare/html/ (accessed on 20 October
2021)) was used to identify cis-regulatory elements in the putative promoter regions.

4.7. Growth Conditions and Treatments in the Hydroponic Culture

Hydroponic culture was used to evaluate wheat growth and gene expression of the
wild-type KN199 and transgenic lines at seedling stage. The growth conditions and N
treatments used in this study were as previously described [60,61]. After 14 d, the roots
were harvested for root morphological analysis with six biological replicates. The root
morphological parameters were analyzed using WinRHIZO software (Regent Instruments
Canada), as described by Ren et al. (2012) [61]. In the hormones treatment trial, KN199
seedlings were grown under normal N (CK) conditions for 14 days; then, the leaves were
sprayed with IAA, ABA, and MeJA (Aladdin, Shanghai, China), respectively. For IAA
(30 mg·L−1), ABA, and MeJA (100 µmol·L−1) treatment, the roots of four plants were
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collected at 0, 1, 3, 6, and 12 h after hormone treatment, respectively, and stored at −80 ◦C
for RNA extraction and, subsequently, gene expression analysis.

The Arabidopsis growth conditions and N treatment methods were as previously de-
scribed [53]. After being grown vertically for 5 d, the roots were scanned using WinRHIZO
software. The scanned images were then used to measure root length using ImageJ software.

4.8. Field Experiment

The field experiment was conducted in the 2019–2020 wheat growing season at the ex-
perimental station of the Institute for Cereal and Oil Crops, Hebei Academy of Agriculture
and Forestry Sciences, Hebei Province, China. The experiment consisted of two N condi-
tions, i.e., normal nitrogen (CK) and low nitrogen (LN) conditions. In the CK treatment,
18 g m−2 N, in the form of diammonium phosphate (24 g m−2) and urea (30 g m−2), were
applied. In the LN treatment, only diammonium phosphate (24 g m−2) was applied. Three
biological replicates of each treatment were conducted. For each genotype in each replicate,
40 seeds were sown in one 2 m-long row, and the rows were spaced 23 cm apart. At
maturity stage, 15 representative plants were harvested, in order to investigate the biomass
and grain yield in each replicate. N concentration in the straw and grain were measured
using a semiautomated Kjeldahl method (Kjeltec Auto 1030 Analyzer, FOSS, Denmark).

4.9. Real-Time Quantitative PCR and Data Analysis

Total RNA was isolated using M5 SuperPuretotal RNA extraction reagent (SuperTRI-
gent) (Mei5bio, Beijing, China). First-strand cDNAs were produced from the RNA template
by reverse transcription, using the FastKing RT Kit (With gDNase) (TianGen, Beijing, China).
Real-time quantitative PCR was performed on an ABI Step-one thermal cycler, using the
real-time PCR Master Mix (Mei5bio, Beijing, China).

Relative expression levels for the target genes were normalized using the housekeeping
genes β-TaTubulin (U76558, in wheat) and AtActin2 (NM_112764, AT3G18780, in Arabidopsis
thaliana), respectively. The primers used are listed in Supplementary Table S3.

4.10. Statistical Analysis of Data

One-way ANOVA was performed using SPSS21 for Windows.

5. Conclusions

We totally identify 308 TaSAUR gene family members in wheat genome and divide
them into 10 subfamilies. Most SAURs promoters contain hormone response elements and
can respond to different hormones. Overexpression of a nitrogen starvation responsive
TaSAUR gene, TaSAUR66-5B, can promote root growth, possibly by increasing auxin
biosynthesis. Moreover, overexpression of TaSAUR66-5B in wheat can increase the nitrogen
concentration, nitrogen accumulation, and biomass and grain yield of transgenic plants,
especially under LN conditions. Our results provide comprehensive information for the
wheat TaSAUR gene family and a genetic resource for improving nitrogen utilization
efficiency in wheat.

Supplementary Materials: The following supporting information can be downloaded at:
https://www.mdpi.com/article/10.3390/ijms23147574/s1.

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

https://www.mdpi.com/article/10.3390/ijms23147574/s1


Int. J. Mol. Sci. 2022, 23, 7574 13 of 15

Funding: This research was funded by the Program for Core Young Teacher of the Higher Educational
Institution of Henan province (2020GGJS042) and National Natural Science Foundation of China
(31572197, 31201678).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All data are reported in this manuscript.

Acknowledgments: We thank Caixia Gao’s laboratory (Institute of Genetics and Developmental
Biology, Chinese Academy of Sciences) for their assistance in developing wheat transgenic lines
and professor Yiping Tong (Institute of Genetics and Developmental Biology, Chinese Academy of
Sciences) for giving us many constructive suggestions for this research.

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

References
1. Ren, H.; Gray, W. SAUR Proteins as Effectors of Hormonal and Environmental Signals in Plant Growth. Mol. Plant 2015, 8,

1153–1164. [CrossRef]
2. Nemhauser, J.L.; Hong, F.; Chory, J. Different Plant Hormones Regulate Similar Processes through Largely Nonoverlapping

Transcriptional Responses. Cell 2006, 126, 467–475. [CrossRef]
3. Wang, R.; Estelle, M. Diversity and Specificity: Auxin Perception and Signaling through the TIR1/AFB Pathway. Curr. Opin. Plant

Biol. 2014, 21, 51–58. [CrossRef]
4. Hagen, G.; Guilfoyle, T. Auxin-Responsive Gene Expression: Genes, Promoters and Regulatory Factors. Plant Mol. Biol. 2002, 49,

373–385. [CrossRef]
5. McClure, B.A.; Guilfoyle, T. Characterization of a Class of Small Auxin-Inducible Soybean Polyadenylated RNAs. Plant Mol. Biol.

1987, 9, 611–623. [CrossRef]
6. Jain, M.; Tyagi, A.K.; Khurana, J.P. Genome-Wide Analysis, Evolutionary Expansion, and Expression of Early Auxin-Responsive

SAUR Gene Family in Rice (Oryza sativa). Genomics 2006, 88, 360–371. [CrossRef]
7. Wang, S.; Bai, Y.; Shen, C.; Wu, Y.; Zhang, S.; Jiang, D.; Guilfoyle, T.J.; Chen, M.; Qi, Y. Auxin-Related Gene Families in Abiotic

Stress Response in Sorghum bicolor. Funct. Integr. Genom. 2010, 10, 533–546. [CrossRef]
8. Wu, J.; Liu, S.; He, Y.; Guan, X.; Zhu, X.; Cheng, L.; Wang, J.; Lu, G. Genome-Wide Analysis of SAUR Gene Family in Solanaceae

Species. Gene 2012, 509, 38–50. [CrossRef]
9. Chen, Y.; Hao, X.; Cao, J. Small Auxin Upregulated RNA (SAUR) Gene Family in Maize: Identification, Evolution, and Its

Phylogenetic Comparison with Arabidopsis, Rice, and Sorghum. J. Integr. Plant Biol. 2014, 56, 133–150. [CrossRef]
10. Xie, R.; Dong, C.; Ma, Y.; Deng, L.; He, S.; Yi, S. Comprehensive Analysis of SAUR Gene Family in Citrus and Its Transcriptional

Correlation with Fruitlet Drop from Abscission Zone A. Funct. Integr. Genom. 2015, 15, 729–740. [CrossRef]
11. Huang, X.; Bao, Y.; Wang, B.O.; Liu, L.; Chen, J.; Dai, L.; Baloch, S.U.; Peng, D. Identification of Small Auxin-up RNA (SAUR) Genes

in Urticales Plants: Mulberry (Morus notabilis), Hemp (Cannabis sativa) and Ramie (Boehmeria nivea). J. Genet. 2016, 9, 119–129.
[CrossRef] [PubMed]

12. Bai, Q.; Hou, D.; Li, L.; Cheng, Z.; Ge, W.; Liu, J.; Li, X.; Mu, S.; Gao, J. Genome-Wide Analysis and Expression Characteristics of
Small Auxin-up RNA (SAUR) Genes in Moso Bamboo (Phyllostachys edulis). Genome 2017, 60, 325–336. [CrossRef] [PubMed]

13. Li, X.; Liu, G.; Geng, Y.; Wu, M.; Pei, W.; Zhai, H.; Zang, X.; Li, X.; Zhang, J.; Yu, S.; et al. A Genome-Wide Analysis of the Small
Auxin-up RNA (SAUR) Gene Family in Cotton. BMC Genom. 2017, 18, 815. [CrossRef] [PubMed]

14. Zhang, N.; Huang, X.; Bao, Y.; Wang, B.; Zeng, H. Genome-Wide Identification of SAUR Genes in Watermelon (Citrullus lanatus).
Physiol. Mol. Biol. Plants 2017, 23, 619–628. [CrossRef] [PubMed]

15. Hu, W.; Yan, H.; Luo, S.; Pan, F.; Wang, Y.; Xiang, Y. Genome-Wide Analysis of Poplar SAUR Gene Family and Expression Profiles
under Cold, Polyethylene Glycol and Indole-3-Acetic Acid Treatments. Plant Physiol. Biochem. 2018, 128, 50–65. [CrossRef]

16. Wang, P.; Lu, S.; Xie, M.; Wu, M.; Ding, S.; Khaliq, A.; Ma, Z.; Mao, J.; Chen, B. Identification and Expression Analysis of the Small
Auxin-up RNA (SAUR) Gene Family in Apple by Inducing of Auxin. Gene 2020, 750, 144725. [CrossRef]

17. Kant, S.; Bi, Y.-M.; Zhu, T.; Rothstein, S. SAUR39, a Small Auxin-Up RNA Gene, Acts as a Negative Regulator of Auxin Synthesis
and Transport in Rice. Plant Physiol. 2009, 151, 691–701. [CrossRef]

18. Spartz, A.K.; Lee, S.H.; Wenger, J.P.; Gonzalez, N.; Itoh, H.; Inzé, D.; Peer, W.A.; Murphy, A.S.; Overvoorde, P.J.; Gray, W.M. The
SAUR19 Subfamily of SMALL AUXIN UP RNA Genes Promote Cell Expansion. Plant J. 2012, 70, 978–990. [CrossRef]

19. Chae, K.; Isaacs, C.G.; Reeves, P.H.; Maloney, G.S.; Muday, G.K.; Nagpal, P.; Reed, J.W. Arabidopsis SMALL AUXIN UP RNA63
Promotes Hypocotyl and Stamen Filament Elongation. Plant J. 2012, 71, 684–697. [CrossRef]

20. Hou, K.; Wu, W.; Gan, S. SAUR36, a SMALL AUXIN UP RNA Gene, Is Involved in the Promotion of Leaf Senescence in Arabidopsis.
Plant Physiol. 2013, 161, 1002–1009. [CrossRef]

http://doi.org/10.1016/j.molp.2015.05.003
http://doi.org/10.1016/j.cell.2006.05.050
http://doi.org/10.1016/j.pbi.2014.06.006
http://doi.org/10.1023/A:1015207114117
http://doi.org/10.1007/BF00020537
http://doi.org/10.1016/j.ygeno.2006.04.008
http://doi.org/10.1007/s10142-010-0174-3
http://doi.org/10.1016/j.gene.2012.08.002
http://doi.org/10.1111/jipb.12127
http://doi.org/10.1007/s10142-015-0450-3
http://doi.org/10.1007/s12041-016-0622-5
http://www.ncbi.nlm.nih.gov/pubmed/27019439
http://doi.org/10.1139/gen-2016-0097
http://www.ncbi.nlm.nih.gov/pubmed/28177844
http://doi.org/10.1186/s12864-017-4224-2
http://www.ncbi.nlm.nih.gov/pubmed/29061116
http://doi.org/10.1007/s12298-017-0442-y
http://www.ncbi.nlm.nih.gov/pubmed/28878500
http://doi.org/10.1016/j.plaphy.2018.04.021
http://doi.org/10.1016/j.gene.2020.144725
http://doi.org/10.1104/pp.109.143875
http://doi.org/10.1111/j.1365-313X.2012.04946.x
http://doi.org/10.1111/j.1365-313X.2012.05024.x
http://doi.org/10.1104/pp.112.212787


Int. J. Mol. Sci. 2022, 23, 7574 14 of 15

21. Sun, N.; Wang, J.; Gao, Z.; Dong, J.; He, H.; Terzaghi, W.; Wei, N.; Wang, X.; Chen, H. Arabidopsis SAURs Are Critical for
Differential Light Regulation of the Development of Various Organs. Proc. Natl. Acad. Sci. USA 2016, 113, 6071–6076. [CrossRef]
[PubMed]

22. Wang, X.; Yu, R.; Wang, J.; Lin, Z.; Han, X.; Deng, Z.; Fan, L.; He, H.; Deng, X.W.; Chen, H. The Asymmetric Expression of
SAUR Genes Mediated by ARF7/19 Promotes the Gravitropism and Phototropism of Plant Hypocotyls. Cell Rep. 2020, 31, 107529.
[CrossRef] [PubMed]

23. Spartz, A.K.; Ren, H.; Park, M.Y.; Grandt, K.N.; Lee, S.H.; Murphy, A.S.; Sussman, M.R.; Overvoorde, P.J.; Gray, W.M. SAUR
Inhibition of PP2C-D Phosphatases Activates Plasma Membrane H+-ATPases to Promote Cell Expansion in Arabidopsis. Plant Cell
2014, 26, 2129–2142. [CrossRef]

24. Spartz, A.K.; Lor, V.S.; Ren, H.; Olszewski, N.E.; Miller, N.D.; Wu, G.; Spalding, E.P.; Gray, W.M. Constitutive Expression of
Arabidopsis SMALL AUXIN UP RNA19 (SAUR19) in Tomato Confers Auxin-Independent Hypocotyl Elongation. Plant Physiol.
2017, 173, 1453–1462. [CrossRef] [PubMed]

25. Guo, Y.; Jiang, Q.; Hu, Z.; Sun, X.; Fan, S.; Zhang, H. Function of the Auxin-Responsive Gene TaSAUR75 under Salt and Drought
Stress. Crop J. 2018, 6, 181–190. [CrossRef]

26. Guo, Y.; Xu, C.B.; Sun, X.J.; Hu, Z.; Fan, S.J.; Jiang, Q.Y.; Zhang, H. TaSAUR78 Enhances Multiple Abiotic Stress Tolerance by
Regulating the Interacting Gene TaVDAC1. J. Integr. Agric. 2019, 18, 2682–2690. [CrossRef]

27. He, X.; Fang, J.J.; Li, J.J.; Qu, B.Y.; Ren, Y.Z.; Ma, W.Y.; Zhao, X.Q.; Li, B.; Wang, D.; Li, Z.; et al. A Genotypic Difference in Primary
Root Length Is Associated with the Inhibitory Role of Transforming Growth Factor-Beta Receptor-Interacting Protein-1 on Root
Meristem Size in Wheat. Plant J. 2014, 77, 931–943. [CrossRef]

28. Kazan, K. Auxin and the Integration of Environmental Signals into Plant Root Development. Ann. Bot. 2013, 112, 1655–1665.
[CrossRef]

29. Zhang, D.F.; Zhang, N.; Zhong, T.; Wang, C.; Xu, M.L.; Ye, J.R. Identification and Characterization of the GH3 Gene Family in
Maize. J. Integr. Agric. 2016, 15, 249–261. [CrossRef]

30. Park, J.E.; Kim, Y.S.; Yoon, H.K.; Park, C.M. Functional Characterization of a Small Auxin-up RNA Gene in Apical Hook
Development in Arabidopsis. Plant Sci. 2007, 172, 150–157. [CrossRef]

31. Mockevi, R.; Merkys, A. Comparison of Different IAA-ABP Complexes Formed in Kidney Bean Cell Chloroplasts and Mitochon-
dria. Biologia 2006, 3, 102–105.

32. Kong, Y.; Zhu, Y.; Gao, C.; She, W.; Lin, W.; Chen, Y.; Han, N.; Bian, H.; Zhu, M.; Wang, J. Tissue-Specific Expression of SMALL
AUXIN UP RNA41 Differentially Regulates Cell Expansion and Root Meristem Patterning in Arabidopsis. Plant Cell Physiol. 2013,
54, 609–621. [CrossRef] [PubMed]

33. Popescu, S.C.; Popescu, G.V.; Bachan, S.; Zhang, Z.; Seay, M.; Gerstein, M.; Snyder, M.; Dinesh-Kumar, S.P. Differential Binding of
Calmodulin-Related Proteins to Their Targets Revealed through High-Density Arabidopsis Protein Microarrays. Proc. Natl. Acad.
Sci. USA 2007, 104, 4730–4735. [CrossRef]

34. Kobayashi, K.; Obayashi, T.; Masuda, T. Role of the G-Box Element in Regulation of Chlorophyll Biosynthesis in Arabidopsis Roots.
Plant Signal. Behav. 2012, 7, 922–926. [CrossRef] [PubMed]

35. Oh, E.; Zhu, J.; Wang, Z. Interaction between BZR1 and PIF4 Integrates Brassinosteroid and Environmental Responses. Nat. Cell
Biol. 2012, 14, 802–809. [CrossRef]

36. Yin, Y.; Vafeados, D.; Tao, Y.; Yoshida, S.; Asami, T.; Chory, J. A New Class of Transcription Factors Mediates Brassinosteroid-
Regulated Gene Expression in Arabidopsis. Cell 2005, 120, 249–259. [CrossRef]

37. Sun, Y.; Fan, X.Y.; Cao, D.M.; Tang, W.; He, K.; Zhu, J.Y.; He, J.X.; Bai, M.Y.; Zhu, S.; Oh, E.; et al. Integration of Brassinosteroid
Signal Transduction with the Transcription Network for Plant Growth Regulation in Arabidopsis. Dev. Cell 2010, 19, 765–777.
[CrossRef]

38. Walcher, C.; Nemhauser, J. Bipartite Promoter Element Required for Auxin Response. Plant Physiol. 2012, 158, 273–282. [CrossRef]
39. Yu, X.; Li, L.; Zola, J.; Aluru, M.; Ye, H.; Foudree, A.; Guo, H.; Anderson, S.; Aluru, S.; Liu, P.; et al. A Brassinosteroid

Transcriptional Network Revealed by Genome-Wide Identification of BESI Target Genes in Arabidopsis thaliana. Plant J. 2011, 65,
634–646. [CrossRef]

40. Bai, M.Y.; Shang, J.X.; Oh, E.; Fan, M.; Bai, Y.; Zentella, R.; Sun, T.P.; Wang, Z.Y. Brassinosteroid, Gibberellin and Phytochrome
Impinge on a Common Transcription Module in Arabidopsis. Nat. Cell Biol. 2012, 14, 810–817. [CrossRef]

41. Kodaira, K.; Qin, F.; Tran, L.; Maruyama, K.; Kidokoro, S.; Fujita, Y.; Shinozaki, K.; Yamaguchi-Shinozaki, K. Arabidopsis Cys2/His2
Zinc-Finger Proteins AZF1 and AZF2 Negatively Regulate Abscisic Acid-Repressive and Auxin-Inducible Genes under Abiotic
Stress Conditions. Plant Physiol. 2011, 157, 742–756. [CrossRef] [PubMed]

42. Singh, D.A. Expression Dynamics Indicate the Role of Jasmonic Acid Biosynthesis Pathway in Regulating Macronutrient (N, P
and K+) Deficiency Tolerance in Rice (Oryza sativa L.). Plant Cell Rep. 2021, 40, 1495–1512. [CrossRef]

43. Wang, T.; Tang, T.J.; Liao, J.Y.; Yao, J.Y.; Guan, C.Y.; Zhang, Z.H. Exogenous Abscisic Acid Improves Resistance to Cadmium Stress
and Physiological Nitrogen Use Efficiency in Brassica napus. J. Plant Nutr. Fertil. 2020, 26, 522–531. [CrossRef]

44. Krouk, G.; Lacombe, B.; Bielach, A.; Perrine-Walker, F.; Malinska, K.; Mounier, E.; Hoyerova, K.; Tillard, P.; Leon, S.; Ljung, K.; et al.
Nitrate-Regulated Auxin Transport by NRT1.1 Defines a Mechanism for Nutrient Sensing in Plants. Dev. Cell 2010, 18, 927–937.
[CrossRef]

http://doi.org/10.1073/pnas.1604782113
http://www.ncbi.nlm.nih.gov/pubmed/27118848
http://doi.org/10.1016/j.celrep.2020.107529
http://www.ncbi.nlm.nih.gov/pubmed/32320660
http://doi.org/10.1105/tpc.114.126037
http://doi.org/10.1104/pp.16.01514
http://www.ncbi.nlm.nih.gov/pubmed/27999086
http://doi.org/10.1016/j.cj.2017.08.005
http://doi.org/10.1016/S2095-3119(19)62651-1
http://doi.org/10.1111/tpj.12449
http://doi.org/10.1093/aob/mct229
http://doi.org/10.1016/S2095-3119(15)61076-0
http://doi.org/10.1016/j.plantsci.2006.08.005
http://doi.org/10.1093/pcp/pct028
http://www.ncbi.nlm.nih.gov/pubmed/23396598
http://doi.org/10.1073/pnas.0611615104
http://doi.org/10.4161/psb.20760
http://www.ncbi.nlm.nih.gov/pubmed/22827944
http://doi.org/10.1038/ncb2545
http://doi.org/10.1016/j.cell.2004.11.044
http://doi.org/10.1016/j.devcel.2010.10.010
http://doi.org/10.1104/pp.111.187559
http://doi.org/10.1111/j.1365-313X.2010.04449.x
http://doi.org/10.1038/ncb2546
http://doi.org/10.1104/pp.111.182683
http://www.ncbi.nlm.nih.gov/pubmed/21852415
http://doi.org/10.1007/s00299-021-02721-5
http://doi.org/10.11674/zwyf.19185
http://doi.org/10.1016/j.devcel.2010.05.008


Int. J. Mol. Sci. 2022, 23, 7574 15 of 15

45. Bouguyon, E.; Brun, F.; Meynard, D.; Kubeš, M.; Pervent, M.; Leran, S.; Lacombe, B.; Krouk, G.; Guiderdoni, E.;
Zažímalová, E.; et al. Multiple Mechanisms of Nitrate Sensing by Arabidopsis Nitrate Transceptor NRT1.1. Nat. Plants
2015, 1, 1–8. [CrossRef]

46. Lay-Pruitt, K.S.; Takahashi, H. Integrating N Signals and Root Growth: The Role of Nitrate Transceptor NRT1.1 in Auxin-Mediated
Lateral Root Development. J. Exp. Bot. 2020, 71, 4365–4368. [CrossRef]

47. Maghiaoui, A.; Bouguyon, E.; Cuesta, C.; Perrine-Walker, F.; Alcon, C.; Krouk, G.; Benková, E.; Nacry, P.; Gojon, A.; Bach, L. The
Arabidopsis NRT1.1 Transceptor Coordinately Controls Auxin Biosynthesis and Transport to Regulate Root Branching in Response
to Nitrate. J. Exp. Bot. 2020, 71, 4480–4494. [CrossRef]

48. Zhang, S.; Zhu, L.; Shen, C.; Ji, Z.; Zhang, H.; Zhang, T.; Li, Y.; Yu, J.; Yang, N.; He, Y.; et al. Natural Allelic Variation in a Modulator
of Auxin Homeostasis Improves Grain Yield and Nitrogen Use Efficiency in Rice. Plant Cell 2021, 33, 566–580. [CrossRef]

49. Markakis, M.N.; Boron, A.K.; Loock, B.V.; Saini, K.; Verbelen, J.; Vissenberg, K. Characterization of a Small Auxin-Up RNA
(SAUR) -Like Gene Involved in Arabidopsis Thaliana Development. PLoS ONE 2013, 8, 1–13. [CrossRef]

50. Yin, H.; Li, M.; Lv, M.; Hepworth, S.; Li, D.; Ma, C.; Li, J.; Wang, S. SAUR15 Promotes Lateral and Adventitious Root Development
via Activating H+-ATPases and Auxin Biosynthesis. Plant Physiol. 2020, 184, 837–851. [CrossRef]

51. Qiu, T.; Chen, Y.; Li, M.; Kong, Y.; Zhu, Y.; Han, N.; Qiu, T.; Chen, Y.; Li, M.; Kong, Y.; et al. The Tissue-Specific and
Developmentally Regulated Expression Patterns of the SAUR41 Subfamily of Small Auxin up RNA Genes: Potential Implications.
Plant Signal. Behav. 2013, 8, e25283. [CrossRef] [PubMed]

52. Xu, Y.X.; Xiao, M.Z.; Liu, Y.; Fu, J.L.; He, Y.; Jiang, D.A. The Small Auxin-up RNA OsSAUR45 Affects Auxin Synthesis and
Transport in Rice. Plant Mol. Biol. 2017, 94, 97–107. [CrossRef] [PubMed]

53. Ma, W.Y.; Li, J.J.; Qu, B.Y.; He, X.; Zhao, X.Q.; Li, B.; Fu, X.D.; Tong, Y.P. Auxin Biosynthetic Gene TAR2 Is Involved in Low
Nitrogen-Mediated Reprogramming of Root Architecture in Arabidopsis. Plant J. 2014, 78, 70–79. [CrossRef] [PubMed]

54. Hu, S.; Zhang, M.; Yang, Y.; Xuan, W.; Zou, Z.; Arkorful, E.; Chen, Y.; Ma, Q.; Jeyaraj, A.; Chen, X.; et al. A Novel Insight into
Nitrogen and Auxin Signaling in Lateral Root Formation in Tea Plant [Camellia sinensis (L.) O. Kuntze]. BMC Plant Biol. 2020,
20, 232. [CrossRef] [PubMed]

55. Herder, G.D.; Van Isterdael, G.; Beeckman, T.; De Smet, I. The Roots of a New Green Revolution. Trends Plant Sci. 2010, 15,
600–607. [CrossRef]

56. de Dorlodot, S.; Forster, B.; Pagès, L.; Price, A.; Tuberosa, R.; Draye, X. Root System Architecture: Opportunities and Constraints
for Genetic Improvement of Crops. Trends Plant Sci. 2007, 12, 474–481. [CrossRef]

57. Lynch, J. Roots of the Second Green Revolution. Aust. J. Bot. 2010, 55, 493–512. [CrossRef]
58. Shan, Q.; Wang, Y.; Li, J.; Gao, C. Genome Editing in Rice and Wheat Using the CRISPR/Cas System. Nat. Protoc. 2014, 9,

2395–2410. [CrossRef]
59. Chen, C.; Chen, H.; Zhang, Y.; Thomas, H.R.; Frank, M.H.; He, Y.; Xia, R. TBtools: An Integrative Toolkit Developed for Interactive

Analyses of Big Biological Data. Mol. Plant 2020, 13, 1194–1202. [CrossRef]
60. Shao, A.; Ma, W.; Zhao, X.; Hu, M.; He, X.; Teng, W.; Li, H.; Tong, Y. The Auxin Biosynthetic TRYPTOPHAN AMINOTRANS-

FERASE RELATED TaTAR2.1-3A Increases Grain Yield of Wheat. Plant Physiol. 2017, 174, 2274–2288. [CrossRef]
61. Ren, Y.; He, X.; Liu, D.; Li, J.; Zhao, X.; Li, B.; Tong, Y.; Zhang, A.; Li, Z. Major Quantitative Trait Loci for Seminal Root Morphology

of Wheat Seedlings. Mol. Breed. 2012, 30, 139–148. [CrossRef]

http://doi.org/10.1038/nplants.2015.15
http://doi.org/10.1093/jxb/eraa243
http://doi.org/10.1093/jxb/eraa242
http://doi.org/10.1093/plcell/koaa037
http://doi.org/10.1371/journal.pone.0082596
http://doi.org/10.1104/pp.19.01250
http://doi.org/10.4161/psb.25283
http://www.ncbi.nlm.nih.gov/pubmed/23759547
http://doi.org/10.1007/s11103-017-0595-7
http://www.ncbi.nlm.nih.gov/pubmed/28321650
http://doi.org/10.1111/tpj.12448
http://www.ncbi.nlm.nih.gov/pubmed/24460551
http://doi.org/10.1186/s12870-020-02448-7
http://www.ncbi.nlm.nih.gov/pubmed/32448156
http://doi.org/10.1016/j.tplants.2010.08.009
http://doi.org/10.1016/j.tplants.2007.08.012
http://doi.org/10.1071/BT06118
http://doi.org/10.1038/nprot.2014.157
http://doi.org/10.1016/j.molp.2020.06.009
http://doi.org/10.1104/pp.17.00094
http://doi.org/10.1007/s11032-011-9605-7

	Introduction 
	Results 
	Genome-Wide Identification and Characterization of TaSAUR Family Members in Wheat 
	Phylogenetic Relationships of SAURs in Five Species 
	Gene Structure and Conserved Motifs of TaSAURs 
	Cis-Elements in the Promoters of TaSAURs 
	Gene Expression Analysis of TaSAURs under Exogenous Hormones Treatment 
	Functional Analysis of TaSAUR66-5B 

	Discussion 
	Materials and Methods 
	Plant Materials 
	Identification and Classification the TaSAUR Members in Wheat 
	Characterization of Predicted TaSAUR Proteins 
	Analysis of Conserved TaSAUR Motifs and Gene Structures 
	Phylogenetic Analysis 
	Analysis of Cis-Elements 
	Growth Conditions and Treatments in the Hydroponic Culture 
	Field Experiment 
	Real-Time Quantitative PCR and Data Analysis 
	Statistical Analysis of Data 

	Conclusions 
	References

