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Abstract: The regulator of chromosome condensation 1 (RCC1) is the nucleotide exchange factor for
a GTPase called the Ras-related nuclear protein, and it is important for nucleo-plasmic transport,
mitosis, nuclear membrane assembly, and control of chromatin agglutination during the S phase
of mitosis in animals. In plants, RCC1 molecules act mainly as regulating factors for a series of
downstream genes during biological processes such as the ultraviolet-B radiation (UV-B) response
and cold tolerance. In this study, 56 genes were identified in upland cotton by searching the
associated reference genomes. The genes were found to be unevenly distributed on 26 chromosomes,
except A06, A12, D03, and D12. Phylogenetic analysis by maximum-likelihood revealed that the
genes were divided into five subgroups. The RCC1 genes within the same group shared similar
exon/intron patterns and conserved motifs in their encoded proteins. Most genes of the RCC1
family are expressed differently under various hormone treatments and are negatively controlled
by salt stress. Gh_A05G3028 and Gh_D10G2310, which encode two proteins located in the nucleus,
were strongly induced under salt treatment, while mutants of their homoeologous gene (UVR8) in
Arabidopsis and VIGS (virus induced gene silencing) lines of the two genes above in G. hirsutum
exhibited a salt-sensitive phenotype indicating their potential role in salt resistance in cotton. These
results provide valuable reference data for further study of RCC1 genes in cotton.
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1. Introduction

Cotton (Gossypium spp.) is an important economic crop worldwide. The demand for cotton
production in China is high and the arable land area available to these crops decreases each year. Due
to insufficient farm land for food crops, cotton is most often planted on saline-alkali and dry land.
Abiotic stress, especially high salinity, restricts the productivity and quality of cotton. Although cotton
is moderately salt-tolerant, seedlings are severely inhibited under high salt stress and the yield is
seriously affected [1]. Like salt stress, drought inhibits cotton growth and development, leading to a
decrease in yield [2,3].

High concentrations of K+ and Na+ in the growth environment impact cellular osmosis, ionic
homeostasis, and photosynthesis, thus resulting in the generation of reactive oxygen species (ROS),
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damage to membrane systems, and ultimately, apoptosis [4–6]. Cellular ROS, derived under saline
stress, have adverse effects on plant cells and cause lipid peroxidation, DNA damage, protein
denaturation, carbohydrate oxidation, pigment breakdown, and impairment of enzymatic activity [6].
Elimination and neutralization of ROS relies on cellular antioxidants and accumulation of three
enzymes, including superoxide dismutase, peroxidase, and catalase [6]. Moreover, unsaturated fatty
acids in membrane lipids protect the photosynthetic machinery against damage under salt-induced
osmotic stress [7].

Plants harbor a series of mechanisms to cope with adverse effects under salt stress, such as osmotic
adjustment, osmo-protection, sodium exclusion, sodium sequestration, and potassium retention [4,6].
Soluble sugars, such as sucrose and glucose, play a crucial role in cellular respiration and maintenance
of osmotic potential, providing the ability to imbibe moisture under salt stress [7].

The regulator of the chromosome condensation 1 (RCC1) gene family is important to the cell cycle.
Although these genes have been studied extensively in mammals, no studies in cotton have yet been
reported. The RCC1 is the nucleotide exchange factor for a GTPase called the Ras-related nuclear
protein (Ran). The RCC1 was first discovered in 1987 and is considered to be a regulator of chromosome
concentration. It encodes the 45 kDa nuclear protein whose sequence is highly conserved among
all eukaryotes and consists of seven beta helices, also known as seven RCC1 repeat units [8]. In the
nucleus, RanGDP is converted to RanGTP under the catalysis of RCC1, which plays an important
role in the assembly of spindles during mitosis, prevention of multiple replication of S-phase DNA,
transport of nuclear material, and nuclear membrane reconstruction [9–11]. Due to its ability to prevent
multiple replication of S-phase DNA, many studies in humans have shown that RCC1 is associated
with cancer. For example, RCC1 expression is inhibited in gastric cancer cells [12].

In plants, the first RCC1 family protein to be identified was UVR8 (UVB-resistance protein 8) in
Arabidopsis [13]. UVB-resistance protein 8, the only UV-B receptor in plants, is responsible for regulating
expression of a series of self-protection genes under UV-B and is involved in photo-morphism. To date,
the functional study of UVR8 in Arabidopsis has made some progress. Normally, UVR8 is evenly
distributed in the cytoplasm and nucleus; however, under UV-B treatment, it tends to accumulate in
the nucleus through interaction with constitutive photomorphogenic 1 (COP1), thus triggering a UV-B
cascade [14–18].

The mitochondrial protein RUG3 (RCC1/UVR8/GEF-like3) in Arabidopsis also belongs to the
RCC1 protein family and is involved in the splicing of nad2 messenger RNA in mitochondria and
the formation of nicotinamide adenine dinucleotide (NADH) complexes. RCC1/UVR8/GEF-like3
is a member of the RCC1 family of seven basic structural units. Unlike UVR8, RUG3 localizes in
mitochondria and has no homologous genes in aquatic plants, animals, or fungi. The RUG3 is a
terrestrial plant-specific RCC1 structural protein [19]. Tolerant to chilling and freezing 1 (TCF1)
encodes an RCC1 family of proteins consisting of six RCC1 basic repeat units, which are highly similar
to UVR8 and human RCC1 protein structures. Tolerant to chilling and freezing 1 plays an important
role in regulating plant tolerance to low temperatures [20]. The PRAF (PH (pleckstrin homology
domain), RCC1 and FYVE ((Fab 1, YOTB, Vac 1 and EEA1) zinc-finger domain)) gene family is a
subfamily of the plant RCC1 gene family. It is also a unique gene family in plants containing special
domains and specific sequences [21]. The MtZR1 protein is a typical PRAF protein in sputum and is
expressed in root meristem and vascular bundle tissue of mature stem segments [22]. The expression
of its gene in roots is negatively regulated by a variety of abiotic stresses [7].

To fully understand the possible function and evolution of the RCC1 gene family in four species
of cotton, we identified 174 RCC1 genes from the cotton genome [23], including 30 from G. arboretum;
29 from G. raimondi; 59 from G. barbadense; and 56 from G. hirsutum. Phylogenetic analysis was carried
out for the four species and the genetic structure and conserved motifs of G. hirsutum genes were
studied. Tissue specificity was analyzed by real-time quantitative reverse transcription (qRT) PCR and
the expression of 56 GhRCC1 genes under abiotic and hormone stress was investigated.
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2. Results

2.1. Comparison of RCC1 Genes Among Four Cotton Species

To identify RCC1 genes in G. arboreum, G. raimondii, G. barbadense, and G. hirsutum, HMMER
and BLAST searches were performed using 25 RCC1 genes from Arabidopsis as the query. A total of
174 RCC1 gene sequences were identified, of which 30 were G. arboreum sequences, 29 were G. raimondii
sequences, 59 were G. barbadense sequences, and 56 were G. hirsutum sequences, and the number
of G. hirsutum is almost the accumulation of G. arboreum and G. raimondii, and the same is true for
G. barbadense (Figure 1A). We also obtained the number of RCC1 family genes in cocoa and grape, both
of which contain 21 genes. The results indicated that the RCC1 gene family showed no preference
between the varieties in evolution and the RCC1 family gene is highly conserved. To get a better
understanding of phylogenetic relationships and biological functions of RCC1 genes, the amino acid
sequences of the RCC1 family genes of G. arboreum, G. raimondii, G. barbadense, and G. hirsutum were
extracted from the published genome database.
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Figure 1. Number and phylogenetic analysis of the RCC1 gene family in four cotton species, G. arboreum
(Ga), Gr = G. raimondii, Gh = G. hirsutum, Gb = G. barbadense, At = A subgroup, Dt = D subgroup.
(A) Comparison of the number of RCC1 genes in four cotton varieties. (B) Non-root phylogenetic tree of
the RCC1 protein sequence of G. arboreum, G. raimondii, G. hirsutum, and G. barbadense. The full-length
protein sequences from several plant species were aligned by CLUSTAL Omega and the phylogenetic
tree was built using the adjacency (neighbor-joining) method in the iTOLv4 website. The bootstrap
value was 1000 replicates.

2.2. Phylogenetic Analysis of the RCC1 Gene Family

Phylogenetic tree analysis by Clustal Omega and constructed by iTOL v4 revealed that the RCC1
family genes are divided into five subgroups (Group I, II, III, IV, and V). Each subgroup includes
the RCC1 family genes of G. arboreum, G. raimondii, G. barbadense, and G. hirsutum. Interestingly, the
number of RCC1 genes in each subgroup from every species was approximately equal. For example,
Group III contained one gene each from GaRCC1 and GrRCC1 and two each from GbRCC1 and
GhRCC1. The distribution of genes among the groups was not uniform. The lowest number of genes
were in Group III (6 genes) and the highest number were in Group V (69 genes) (Figure 1B).

2.3. Exon–Intron Structure, Motif Assay, and Chromosomal Location Analyses

The analysis of the gene structure including intron–exon size and number indicated that different
members of the RCC1 family (Figure 2) contain varied exons from 3 to 16. It is worth noting that the
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members with close relatives are similar in exon–intron structure and the most important differences
among them are the lengths of the exon–intron. Gh_D09G1044, Gh_A09G1023, and Gh_D08G2751 all
have nine exons, and the fragment length of the sixth exon is the longest. Gh_A13G1460 has only three
exons. Gh_A07G0164, Gh_D07G0221, Gh_D11G1503, and Gh_A11G1355 all contain four exons, but exon
length is clearly divided into two groups.

To further investigate the conservation of motifs in RCC1 in upland cotton, protein sequences of
56 GhRCC1 genes were identified and 20 conserved motifs were identified (Figure 3). Closely related
genes have similar conserved motifs (Gh_A08G0100, Gh_D08G2751, Gh_A09G1023, Gh_D09G1044,
Gh_D10G1907, Gh_A10G1652, Gh_A13G0645, Gh_D13G0764, Gh_A03G0868, Gh_D02G1249,
Gh_D11G0331, and Gh_A11G0277). These genes all contain the same motif (3, 4, 6, 9, 10, 12, 13,
15), whereas Gh_D09G0059, Gh_A09G0062, Gh_D10G1050, and Gh_A10G0603 contain the same motif
(2, 3, 5, 17), which proves that the RCC1 gene family sequence is highly conserved. Although the
motifs of closely related genes are similar, the size of the gene fragments varies widely (947–18,537 bp),
such that the Gh_A08G0100 gene fragment is much smaller than Gh_D08G2751.

Based on the complete genome sequence of upland cotton, we used the MG2C website to map all
56 genes to chromosomes (Figure 4). Among them, 26 genes were located on chromosome A and 28 on
chromosome D. Of the 56 genes, Gh_D08G2751 and Gh_A11G3194 were not mapped to chromosomes
but to scaffolds. The largest number of genes were located on chromosome D11 (seven genes), followed
by chromosome A11 (six genes), chromosome D05 (five genes), and chromosome A09 (four genes),
while A06, A12, D03, and D12 contained none of the genes. Other chromosomes contained between
one and three of the genes.
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Figure 4. Chromosomal distribution of RCC1 genes in G. hirsutum. The chromosome number is located
directly above each vertical bar. Two genes were found on unassembled scaffolds (Gh_D08G2751 and
Gh_A11G3194). The scale is in Mb.

2.4. Analyses of Tissue-Specific Expressions

To explore the biological function of GhRCC1 genes, qRT-PCR was used to determine the spatial
specificity expression pattern of 56 GhRCC1 genes in fourteen cotton organs. As indicated in Figure 5,
some GhRCC1 genes were differently expressed in the fourteen tissues tested, while other GhRCC1
genes showed similar expression patterns in diverse tissues, which may manifest from functional
differentiation of GhRCC1 genes during plant development. For example, Gh_D01G0233, Gh_D13G0764,
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and Gh_D07G0221 were preferentially expressed in terminal buds, implying that these genes may play
regulatory roles at flower bud differentiation stages, while Gh_D13G1736, Gh_A04G0246, Gh_A11G1355,
and Gh_D08G0551 were highly expressed in 0 DPA tissue, so these genes may be involved in
fiber initiation. In general, the GhRCC1 genes that are highly expressed in specific tissues may
be involved in the regulation of plant development. Gh_D11G2263, Gh_A11G0277, and Gh_A11G2084,
for instance, were highly expressed in the ovule 30 DPA, suggesting that they might be related to
the elongation of the developing fibers in the seed coat. Conversely, some genes are not expressed
specifically. Furthermore, Gh_A05G3028 and Gh_A10G0603 were relatively highly expressed at each
stage, suggesting that they may be involved in the development of every tissue.
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Figure 5. Heat map showing hierarchical clustering of expression levels in various tissues of upland
cotton. (Top right) Cluster analysis of gene expression levels at different color scales. d = Day, 0 DPA =
0 day post-anthesis ovules, 3 DPA = day post-anthesis ovules, 10 DPA = 10 day post-anthesis ovules,
30 DPA-fiber = 30 day post-anthesis fibers, 30 DPA-seed = 30 day post-anthesis seed, shoot = above
ground, root = underground. The relevant gene expression data were normalized.

2.5. Expression of GhRCC1 Genes in Response to Various Hormone Treatments

Phytohormones play a critical role in various biological processes throughout all the stages
of vegetative growth and reproductive growth. Research focusing on the development of cotton
fiber has revealed the important roles of auxin, gibberellic acid, and ethylene in fiber initiation and
elongation [24–31].

Aminocyclopropane-1-carboxylic acid (ACC), a precursor of ethylene, was used for ethylene due
to its relative stability. To identify the GhRCC1 genes responsive to auxin, gibberellic acid, and ethylene,
we analyzed the expression profiles under IAA (indole-3-acetic acid), GA (gibberellic acid) and ACC
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(1-aminocyclopropane-1-carboxylic acid) treatment (Figure 6). Under these phytohormone treatments,
most of the RCC1 genes showed different expression patterns, and even the expression of the same
gene in the aerial and underground parts was very different. In the aerial parts treated for 3 h with
hormones, most of the genes were downregulated or unaffected. Gene expression was only slightly
upregulated in the ethylene or GA pathways; for example, under ethylene treatment, Gh_D02G0718
and Gh_D04G0616 expression increased, while under GA treatment, Gh_A11G1503 and Gh_D11G1664
increased. Interestingly, the expression of these four genes was also elevated in the underground
parts of the plant. In fact, in the underground parts, most of the genes, including Gh_A03G1146,
Gh_A10G0603, and Gh_A09G0062, were upregulated under treatment with ethylene and GA. The
relevant expression data were downloaded from the ccNET website. Gh_D02G0718, Gh_A11G1503,
and Gh_D11G1664 were highly expressed in the ovules one day before flowering, while Gh_A10G0603
and Gh_A09G0062 were specifically expressed in 1 DPA and 35 DPA. These results indicate that
Gh_D02G0718, Gh_A11G1503, Gh_D11G1664, Gh_A10G0603, and Gh_A09G0062 are probably involved
in GA and ethylene pathways to control fiber development.
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Figure 6. Expression of GhRCC1 genes in seedlings following hormone treatment. (A) Expression
profiles of GhRCC1 At family genes and (B) Dt family genes in shoots treated with 50 mM IAA
(indole-3-acetic acid), 5 mM GA (gibberellic acid), or 50 mM ACC (1-aminocyclopropane-1-carboxylic
acid) for 3 h, respectively. (C) Expression profiles of GhRCC1 At family genes and (D) Dt family genes
in roots treated with 50 mM IAA, 5 mM GA, or 50 mM ACC for 3 h, respectively. Error bars represent
standard deviations from three biological replicates.

2.6. Expression Patterns of GhRCC1 Genes in Response to Various Abiotic Stress Treatments and
Subcellular Location

To probe their potential roles in the cotton response to various abiotic stresses, expression levels of
GhRCC1 genes under 200 mM NaCl and 17% PEG6000 stress treatments were determined by qRT-PCR
(Figure 7). Under the NaCl treatment, most RCC1 genes showed a negative regulatory pattern and
only 14% of the genes were upregulated in shoots. Following the PEG6000 treatment, the expression
levels of Gh_A05G3028, Gh_D10G2310, Gh_A10G2003, Gh_D04G0616, Gh_D13G1736, Gh_A11G2084,
Gh_A07G0164, Gh_D11G2399, Gh_A03G1146, Gh_A10G0603, Gh_D05G2447, Gh_A02G0670, and
Gh_D02G0718 were increased in both shoots and roots; Gh_A09G2009, Gh_D09G2222, Gh_A13G0645,
and Gh_D13G0764 were downregulated in both shoots and roots; and Gh_D11G2263, Gh_A09G0062,
and Gh_D10G1050 were upregulated in shoots and downregulated in roots.
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Figure 7. Expression profile analysis of GhRCC1 genes’ response to salt and drought stress. Gene
expression analysis of the GhRCC1 family in cotton seedlings grown for 10 days. (A) Expression pattern
of GhRCC1 At subfamily gene after treatment of cotton seedlings for 3, 6, and 12 h with 200 mM NaCl.
(B) Expression pattern of the GhRCC1 Dt subfamily gene after treatment of cotton seedlings for 3 h with
200 mM NaCl. (C) Expression profiling of the GhRCC1 At subfamily genes and (D) Dt subfamily genes
in shoots treated with 17% PEG6000. (E) Expression profiling of the GhRCC1 At subfamily genes and
(F) Dt subfamily genes in roots treated with 17% PEG6000. Error bars represent standard deviations
from three biological replicates.

As the results showed that Gh_A05G3028 and Gh_D10G2310 were dramatically upregulated
under salt treatment, mutants of their homologous genes in Arabidopsis were used to determine their
role in the control of salt resistance of cotton. Although the amino acid sequences of Gh_A05G3028
and Gh_D10G2310 are best matched to TCF1 in Arabidopsis, TCF1 was minimally expressed unless
under low temperatures. Thus, T-DNA mutants of another homologous gene, UVR8, were identified
(Figure S1 and Table S1) and used in phenotypic analyses of salt treatment. Our results showed that
mutants of UVR8, uvr8-1 and uvr8-2, exhibited salt-sensitive phenotypes in comparison with the
wild-type (Figure 8A) and the chlorophyll content in the leaves of UVR8 mutants under salt treatment
decreased more significantly comparing with the wild type of Arabidopsis (Figure 8B), further indicating
a potential role for Gh_A05G3028 and Gh_D10G2310 in the salt resistance of cotton. To conform their
presumptive biological function of Gh_A05G3028 and Gh_D10G2310 in salt resistance, these two genes
were silenced using VIGS (virus induced gene silencing) system. Seven days after infection, TRV2:
GhCLA cotton exhibited an albino phenotype (Figure 8C), indicating that the VIGS system was already
working. Meanwhile, the expression level of Gh_A05G3028 and Gh_D10G2310 in negative control
(TRV1 + TRV2) and their VIGS lines (TRV1 + TRV2: Gh_A05G3028 and TRV1 + TRV2: Gh_A05G3028)
were detected by RT-qPCR. As the results showed, the expression level of the two genes in VIGS
interfering lines was sharply decreasing in comparison to the negative control (Figure 8D). After a
12-day salt treatment, the Gh_A05G3028 and Gh_D10G2310 VIGS interfering lines appeared to wilting
while the negative control showed a resistance to salt stress (Figure 8E). All the results above proved
the crucial roles of Gh_A05G3028 and Gh_D10G2310 in the salt resistance of cotton.
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Figure 8. Phenotype of UVR8 mutants and Gh_A05G3028 and Gh_D10G2310 VIGS (virus induced
gene silencing) plants under salt treatment. (A) Phenotypes of WT (wild-type) and UVR8 mutants
of 7-day-old seedlings grown on 1/2 Murashige and Skoog (MS) media (control) and 1/2 MS media
containing 150 um NaCl. WT: Col-0, uvr8-1 (SALK_072594C)/uvr8-2 (SALK_072594C): T-DNA
insertional mutants for UVR8 under the background of Col-0. (B) Determination of chlorophyll
content in the wild-type and UVR8 mutants of Arabidopsis thaliana. Ca: chlorophyll a, Cb: chlorophyll
b. Error bars represent the standard deviation of the three biological replicates. (C) Albino phenotypes
in GhCLA1 VIGS plants. TRV1 + TRV2: negative control, TRV1 + TRV2: GhCLA: GhCLA1 VIGS plants.
(D) Fluorescence quantitative PCR analysis of expression of Gh_A05G3028 and Gh_D10G2310 in control
and VIGS plants. TRV1 + TRV2: negative control, TRV1 + TRV2: 3028 and 2310: Gh_A05G3028 and
Gh_D10G2310 VIGS plants. Error bars represent the standard deviation of the three biological replicates.
(E) Phenotype of Gh_A05G3028 and Gh_D10G2310 VIGS seedlings under control and salt stress. All red
bars are 1 cm.
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In Arabidopsis, RCC1 family proteins located in the nucleus, such as UVR8 and TCF1, as
homologous proteins of Gh_A05G3028 and Gh_D10G2310, play a crucial role in activating a series
of downstream genes under UV-B or cold stress. The results of subcellular localization assays in
epidermal cells of tobacco of Gh_A05G3028 and Gh_D10G2310 confirmed that these proteins are
distributed in the nucleus (Figure 9), which implies that Gh_A05G3028 and Gh_D10G2310 control
the expression of several genes under salt stress. The ccNET was used for co-expression analysis of
the two genes and this identified a series of genes which were positively or negatively co-expressed
with Gh_A05G3028 and Gh_D10G2310. The GO and KEGG analyses of these co-expression genes
were used to determine genes related to salt resistance. Among them, genes such as Gh_A05G3863,
Gh_A10G2136, Gh_D05G1179, and Gh_D10G2457 have oxidoreductase activity, which acts on the
paired donor. The oxidation of a pair of donors causes oxygen molecules to be reduced to two
molecules of water. The three genes Gh_A08G2526, Gh_D08G2762, and Gh_D08G2764 are related to
chlorophyll coenzyme A; Gh_A02G1698, Gh_A13G1883, and Gh_D03G0021 are closely related to the
photorespiration process; Gh_A05G3863, Gh_A10G2136, Gh_D05G1179, Gh_D10G2457, Gh_A13G1619,
Gh_D06G0402, and Gh_D13G1979 are related to the biosynthesis and metabolism of unsaturated fatty
acids; while Gh_A05G2107, Gh_D05G2362, and Gh_D10G1386 are involved in the sugar metabolism
pathway. Therefore, we speculate that Gh_D10G2310 and Gh_A05G3028 respond to salt stress mainly
by affecting oxidoreductase activity, cell membrane stability, and cell osmotic pressure. The expression
data of the above 16 genes involved in reactive oxygen species signaling, sugar metabolism, saturated
fatty acid metabolism, and unsaturated fatty acid synthesis under salt stress was downloaded from
ccNET (Tables S2 and S3). The FPKM (fragments per kilobase of exon per million reads mapped)
from the database of ccNET revealed that 10 genes among them were upregulated under salt stress in
comparison to the control (Table S2). Nevertheless, 1 gene among the 10 genes is hardly expressed
under control and salt treatment. (FPKM < 10) (Table S3). To further confirm the expression profile
of these nine genes and the two candidate RCC1 family genes above under salt stress, we conducted
RT-qPCR. The results showed that the above related genes were upregulated under salt stress
(Figure 10), which proved that the transcriptome data were basically true and reliable. Based on
the above analysis, we believe that Gh_D10G2310 and Gh_A05G3028 proteins may affect REDOX
activity, cell membrane stability, and osmotic pressure by participating in the reactive oxygen species
signal pathway, glucose metabolism, and other signal transduction pathways, and thus play a positive
regulatory role in the cotton salt stress response.
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Figure 9. Subcellular localization of two selected GhRCC1 proteins. GhRCC1 and GFP (green
fluorescent protein)-fusion proteins were transiently expressed in epidermal cells of tobacco driven by
the CaMV35S promoter. Nuclear localization sequence-fused reporter gene mCherry was used as a
nucleus-located marker. Bar = 20 µm.
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Figure 10. Expression profile analysis of Gh_D10G2310, Gh_A05G3028, and co-expressed genes under
salt stress. The expression levels of Gh_D10G2310, Gh_A05G3028, and co-expressed genes related to
salt resistance under control and salt stress at 1 and 3 h. Control-1 h: 1 h after watering with 1/2 MS
liquid medium, NaCl-1 h: 1h after watering with 1/2 MS liquid medium containing 200 µm NaCl,
Control-3 h: 3 h after watering with 1/2 MS liquid medium, NaCl-3 h: 3 h after watering with 1/2
MS liquid medium containing 200 µm NaCl. Error bars represent the standard deviation of the three
biological replicates.

3. Discussion

As a grain and oil crop, cotton plays an important role in industrial and agricultural production
worldwide [21,32]. In animals, RCC1 is responsible for activating Ran and linked to many biological
processes coupled with Ran, such as nucleo-cytoplasmic transport, mitosis, nuclear-envelope assembly,
repair of DNA damage, and incidences of cancer [8,9,11,33–38]. The RCC1 family members in plants
can be grouped into two major categories: one consisting of 6–7 RCC1 repeat units, which is similar
to human RCC1, the other composed of multi-domains, including the RCC1 repeats domain [19].
However, the biological role of RCC1 family genes in plants remains unclear. According to assessments
of UVR8 and TCF1 in Arabidopsis, monodomain RCC1 family genes tend to be involved in regulating
signal cascades, for example, the UV-B and cold-induced signal pathways [20,39–42]. To characterize
the RCC1 family of genes in the heterotetraploid species G. hirsutum, we performed a comprehensive
analysis of GhRCC1 genes, including studies of phylogenetic relationships, gene structure, conserved
motifs, chromosomal location, and expression profiles in different tissues. In recent years, the
genome-wide sequencing of the four cotton species has been completed, which has greatly contributed
to the development of cotton science. In this context, 174 RCC1 family genes were detected, including
56 GhRCC1 genes, 59 GbRCC1 genes, 29 GrRCC1 genes, and 30 GaRCC1 genes. Based on phylogenetic
relationships with G. arboreum, G. raimondii, G. barbadense, and G. hirsutum, the RCC1 family was
divided into five subfamilies. In addition, we found that the genomes of G. barbadense and G. hirsutum
are twice as large as those of G. arboreum and G. raimondii and have the same pattern in five subgroups,
which is consistent with the evolution of heterotetraploids. Most RCC1 genes have >8 exons and only a
few have <5 exons, indicating that RCC1 family genes may be regulated by two different mechanisms.

There is increasing evidence that introns play an important role in the production of non-coding
RNA and selective splicing [17]. According to the specific expression of RCC1 family genes in tissues,
Gh_D01G0233, Gh_D13G0764, and Gh_D07G0221 were found to be preferentially expressed in the
terminal bud, and Gh_A05G3028 and Gh_A10G0603 genes were more highly expressed than other
genes in each organ. The results indicate that RCC1 family genes play a crucial role in the growth and
development of cotton. At the same time, we used the Arabidopsis Gh_D10G1050 homologue UVR8 to
conduct salt stress experiments and found that it is salt-sensitive. However, the specific regulatory
relationship between the RCC1 family genes and salt stress is still unclear and further functional
exploration is needed. As previously reported, plant hormones, such as auxin, GA, and ethylene,
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are important to the growth and development of cotton. This study showed that the expression of most
genes increased in the underground part after GA and ethylene treatment, and thus it is speculated
that they have a potential role in the development of cotton fibers.

Under unfavorable conditions such as extreme temperatures, drought, and high salt, a series
of physiological metabolic reactions occur in the plant body, which manifest as reversible inhibition
of metabolism and growth or irreversible damage when serious, leading to the death of the whole
plant. Among all kinds of stresses, drought and salt damage have the most serious impact on
potential crop yields [43]. Compared with other major crops, cotton has a relatively high salt tolerance;
nevertheless, in highly saline soil, the growth, yield, and quality of cotton is seriously affected,
especially during the germination and seedling stages. Stress induces gene expression, which leads to
the accumulation of certain substances and changes in metabolic pathways, and in turn allows plants
to adapt accordingly [44]. Generation of cell intracellular ROS, as well as damage to cell membranes
and DNA integrity, resulting from salinity can lead to apoptosis [4,6]. Thus, synthesis of soluble
sugars, peroxisomes, and unsaturated fatty acids become three critical mechanisms in maintaining
the ability to absorb water, retain membrane integrity, and eliminate ROS [4]. To determine the role
of RCC1 family genes in salt resistance, we detected the expression profile of RCC1 family genes
in TM-1 under salt stress by RT-PCR. Gh_A05G3028 and Gh_D10G2310, homologous genes of TCF1
and UVR8, were sharply induced under salt treatment. Additionally, we conducted a salt treatment
assay using the T-DNA insertion mutants of UVR8 in Arabidopsis and VIGS lines of Gh_A05G3028
and Gh_D10G2310 in G.hirsutum. As the results, both UVR8 mutants and VIGS lines of Gh_A05G3028
and Gh_D10G2310 exhibited a salt-sensitive phenotype, further confirming the potential role of
Gh_A05G3028 and Gh_D10G2310 in control of salt resistance. As is known, TCF1 and UVR8 trigger a
series of genes in the UV-B and cold signal pathways that alter plant resistance in these conditions [20,
39,40,42]. In addition, positive co-expression of Gh_A05G3028 and Gh_D10G2310 was determined
by KEGG pathway enrichment analysis. Genes involved in biosynthesis of unsaturated fatty acids,
sucrose synthesis, metabolic processes, and encoding peroxisomes were identified and analyzed
to reveal a close relationship with Gh_A05G3028 and Gh_D10G2310. Hence, Gh_A05G3028 and
Gh_D10G2310 probably adjust the resistance of cotton to salt stress though epigenetic regulation of the
salt resistance-related genes above, as the homologous gene, TCF1 in Arabidopsis, reduces target gene
expression by altering levels of H3K4me3 and H3K27me3 [20].

4. Materials and Methods

4.1. Plant Materials and Treatment

Seeds of Arabidopsis thaliana (L.) Heynh Col-0 (wild type), uvr8-1 (SALK_072594C), and uvr8-2
(SALK_072594C) from the Nottingham Arabidopsis Stock Centre (NASC) (http://arabidopsis.info/
BasicForm) were germinated and grown on 1/2 MS medium (pH 5.8) for 7 days under the following
conditions: 12,000 Lx light for 16 h at 25 ◦C/dark 8 h at 23 ◦C, 80% humidity, and then transferred
into 1/2 MS medium and 1/2 MS medium containing 150 µm NaCl, pH 5.8 under the same condition
for 3 days. Leaves of Arabidopsis thaliana above were collected and used for determination of
chlorophyll content.

For phytohormone treatment, seeds of TM-1 (Texas Marker-1, the upland cotton genetic standard
line) were germinated and cultivated under the conditions above in wet vermiculite, and then soaked
in 1/2 MS liquid medium containing 50 µm indole-3-acetic acid (IAA), 5 µm gibberellic acid (GA),
and 50 µm aminocyclopropane-1-carboxylic acid (ACC) for 3 h, respectively. For salt and PEG6000
treatment, ten-day-old seedlings of TM-1 were soaked in 1/2 MS liquid medium with 200 µm NaCl for
3, 6, and 12 h; and 17% PEG6000 for 3 h. The TM-1 soaked in normal 1/2 Murashige and Skoog (MS)
liquid medium was used as the control. Samples of 7-, 14-, and 30-day-old seedling shoots and roots,
60-day-old leaves, stems, and buds, 0, 10, and 30 DPA (day post-anthesis) ovules, and 30 DPA fibers
were harvested from the TM-1 growth in soil at an average temperature of 30 ◦C.

http://arabidopsis.info/BasicForm
http://arabidopsis.info/BasicForm
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To further confirm the expression pattern of Gh_A05G3028 and Gh_D10G231 and their potential
downstream genes under salt treatment, seeds of TM-1 were germinated in soil under the conditions:
12,000 Lx light 12 h at 23 ◦C/dark 12 h at 23 ◦C, 80% humidity for 14 days. Then part of the plants
were watered with 1/2 MS nutrient solution as the control and the others were watered with 200 mM
salt solution regularly every 3 days until the phenotypes appeared. Cotton leaves of TM-1 under
control and salt treatment were collected for fluorescence quantitative PCR at 0, 1, and 3 h after
treatment, respectively.

4.2. Identification of RCC1 Genes in Gossypium spp.

To identify members of the RCC1 gene family in Gossypium spp., Arabidopsis RCC1 sequences
were obtained from the TAIR database (http://www.arabidopsis.org) [45] and used for a BLASTP
algorithm-based query against the Gossypium spp. genome database (https://www.cottongen.org) [23].
Genes were identified by a hidden Markov model search based on the RCC1 domain using the Pfam
protein domain database. Details of all GhRCC1 gene are listed in Table S4.

4.3. Phylogenetic Analysis

The amino acid sequences of the cotton and Arabidopsis RCC1 genes were extracted using
Clustal Omega (https://www.ebi.ac.uk/Tools/msa/clustalo/) [46] for multiple sequence alignment.
To construct an RCC1 protein phylogenetic tree using iTOL v4 (http://itol.embl.de/) [47], RCC1
proteins from Arabidopsis, G. raimondii, G. arboreum, G. barbadense, and G. hirsutum were used.
The neighbor-joining method with amino acid p-distance was applied to construct the tree and
reliability was obtained by bootstrapping with 1000 replicates.

4.4. Exon/Intron Structure, Motif Assay and Chromosomal Location Analyses

To better understand the evolutionary relationships between different members of the RCC1 gene
family, the genomic DNA and cDNA sequences of predicted genes were obtained from the four cotton
genomes. Multiple sequence alignment of all identified RCC1 proteins was performed using Clustal
Omega with default parameters (https://www.ebi.ac.uk/Tools/msa/clustalo/).

The Gene Structure Display Server (http://gsds.cbi.pku.edu.cn/) mapped the exon–intron
structure diagrams of individual genes in the GhRCC1 family based on the full-length coding sequences
and genomes in the cotton genomics database. The exon–intron structure maps of all upland cotton
RCC1 genes were drawn using TBtools software (Dr Chengjie Chen, Guangzhou, China) based on the
published Upland Cotton Genome Document and the ID of the GhRCC1 gene family.

Conservative motifs in cotton RCC1 were identified by the MEME suite program (http://meme-
suite.org/tools/meme). The parameters were set as follows: the maximum number of motifs = 20;
the minimum width of the pattern = 8; the maximum width of the pattern = 50. Other conditions were
set to default values.

The chromosomal location information of all GhRCC1 genes was derived from the annotation
files downloaded from the CottonGen website. The MG2C website was used to distribute the GhRCC1
genes along the chromosome from the top to the bottom (http://mg2c.iask.in/mg2c_v2.0/).

4.5. RNA Isolation and Quantitative Real-Time Polymerase Chain Reaction (qRT-PCR)

Total RNA of plant materials was extracted from 14 different spatio-temporal organs using the
RNAprep Pure Plant Kit (Polysaccharides & Polyphenolics-rich) (TIANGEN, Beijing, China) according
to the manufacturer’s instructions.

The RNA quantity and purity were assessed using a NanoDrop One spectrophotometer
(NanoDrop Technologies, Wilmington, DE, USA). Total RNA was reverse-transcribed by Reverse
transcriptase M-MLV (Takara, Beijing, China). The reaction system and procedures were as follows:
Oligo dT 8 µL, dNTPs 4 µL, RNase-Free ddH2O 38 µL, total RNA 8 µL, after mixing, put in a PCR
instrument at 68 ◦C for 10 min, ice bath for 10 min, then add RRI (RNase Inhibitor) 2 µL, 5 × MLV

http://www.arabidopsis.org
https://www.cottongen.org
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buffer 16 µL, M-MLV 4 µL to the centrifuge tube, mix and mix, and put into the PCR instrument
(42 ◦C, 60 min; 70 ◦C, 15 min; 4 ◦C, ∞). The qRT-PCR was then performed using a 7300 Real-Time
PCR System (Applied Biosystems, Foster City, CA, USA) according to the supplier’s protocols. Each
reaction mixture contained 6 µL DNase/RNase-free water, 11 µL TB Green Real-Time PCR master
mix, 2 µL diluted cDNA product from the reverse transcription PCR reaction, and 1 µL gene-specific
primer. Three biological replicates were conducted for each tissue and each biological replicate was
technically repeated three times. All primers are listed in Table S5. The thermal cycle was as follows:
95 ◦C for 30 s followed by 45 cycles of denaturing at 95 ◦C for 15 s and annealing and elongating at
58 ◦C for 30 s. The expression values of the RCC1 genes were normalized with an internal reference
gene UBQ. The relative expression levels were calculated using the 2−∆∆Ct method. A heat map for
gene expression patterns was generated using OmicShare tools, a free online platform for data analysis
(http://www.omicshare.com/tools).

4.6. Identification of T-DNA Insertional Mutants

The DNA of Arabidopsis rosette leaves was extracted using the TPS method. Primers for
identification of uvr8-1 (SALK_072594C) and uvr8-2 (SALK_072594C) were designed from the website
(http://signal.salk.edu/tdnaprimers.2.html) and are listed in Table S5. Homozygous mutants were
identified using the method as described by Ronan [48].

4.7. Subcellular Localization

Full length open reading frames of Gh_A05G3028 and Gh_D10G2310, including upstream
and downstream adaptors (21 bp matching to flanking sequences of multiple cloning sites in
an over-expression vector), were amplified from cDNA of TM-1 and integrated into the linear
pCAMBIA1300 vector containing a superfolder green fluorescent protein (sGFP) gene (digested by
KpnI and SalI), thus constructing the CaMV35S driving and GENE-sGFP-fused expression vector.
Gh_A05G3028 and Gh_D10G2310 fused GFP genes were transiently expressed in epidermal cells
of tobacco via Agrobacterium with expressed nuclear localization sequence fused to a reporter gene
mCherry as a nuclear marker. The GFP and red fluorescent protein fluorescence in epidermal cells of
tobacco was detected and photographed using a fluorescence microscope Imager A2 (Zeiss, oberkochen,
Germany). The primers Gh_A05G3028-CDS-U/L and Gh_D10G2310-CDS-U/L are listed in Table S5.

4.8. Gene Ontology Enrichment and Kyoto Encyclopedia of Genes and Genomes (KEGG) Analysis

To better understand the regulatory mechanisms of RCC1 family genes and salt tolerance, ccNET
(http://structuralbiology.cau.edu.cn/gossypium/) was used for co-expression analysis. Meanwhile,
the cotton FGD (https://cottonfgd.org/analyze/) website was used for gene ontology (GO) enrichment
and Kyoto Encyclopedia of Genes and Genomes (KEGG) analysis.

4.9. VIGS (Virus-Induced Gene Silencing) of the Gh_A05G3028 and Gh_D10G2310 in Cotton

The TRV (tobacco rattle virus) constructs pTRV-RNA1 and pTRV-RNA2 were prepared according
to the methods of Fradin [49]. The fragments targeting to the Gh_A05G3028, Gh_D10G2310 gene and
containing KpnI and EcoRI recognition sites were amplified using cDNA generating from RNA of
TM-1 as a template and integrated into pTRV2, thus constructing the TRV2: Gh_A05G3028 and TRV2:
Gh_D10G2310 vectors. The pTRV2-fused cDNA fragment of GhCLA (cloroplastos alterados 1) was
used as a positive control to monitor the silencing efficiency. Then the recombinant plasmids of TRV:
Gh_A05G3028, TRV: Gh_D10G2310 vectors, and TRV: GhCLA were transferred into Agrobacterium
tumefaciens (GV3101). The seeds of TM-1 were germinated in soil under the conditions: 12,000 Lx
light 12 h at 23 ◦C/dark 12 h at 23 ◦C, 80% humidity for 7 days. The cotyledons of cotton were injected
with an infective solution containing Agrobacterium tumefaciens of pTVR1 and TRV2: GhCLA or
pTRV1 and TRV2: target gene. Cotton infected by Agrobacterium tumefaciens was cultured under the
conditions above until the white-striped leaf or albino phenotype appeared in the positive control.
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The negative control (pTRV1 coupled with pTRV2) and experimental group (pTRV1 coupled with TRV:
Gh_A05G3028 or TRV: Gh_D10G2310). Some of the plants were watered with 1/2 MS nutrient solution
as the control and the others were watered with 200 mM salt solution regularly every 3 days until the
phenotypes appeared. The primers for the VIGS assay are listed in Table S6.

4.10. Determination of Chlorophyll Content

Fifty milligrams leaves of Arabidopsis thaliana or cotton were weighed and added into a 10 mL
centrifugal tube, sealed with 2.5 mL 95% ethanol, and extracted at room temperature for 36 h under dark
conditions. The extract solution was diluted two times, and then colorimetric analysis was carried out
by the SYNERGY H1 microplate reader (BioTeK, Winooski, VT, USA) at 665 and 649 nm, respectively.
The concentration of chlorophyll a and b (mg·L−1) was calculated as the following formula, and the
content of each pigment (mg·g−1) was calculated according to the calculated concentration:

Ca = 13.95 × OD665−6.88 × OD649 (1)

Cb = 24.96 × OD649−7.32 × OD665 (2)

The content of pigments in leaves (mg/g) = concentration of pigments (m g/L) × total volume of
extracts (ml) × dilution multiple/sample quality (g).

5. Conclusions

In Conclusion, 56 RCC1 family genes in G. hirsutum were identified and comprehensively analyzed
in terms of gene structure, chromosome distribution, conserved domains, phylogenetic relationship
and expression patterns in different tissues. Besides, the expression patterns of 56 RCC1 family genes
in G. hirsutum under various hormones and abiotic stresses were further analyzed and revealed that
Gh_A05G3028 and Gh_D10G2310 were significantly induced by salt. The phenotypic analysis of their
homologous mutants in Arabidopsis and VIGS lines in G. hirsutum under salt treatment further proved
their crucial role in salt tolerance of cotton. Additionally, the co-expression network analysis of the two
genes revealed their possible downstream genes in the regulation of salt tolerance in cotton. The results
above provide valuable reference data for further study of RCC1 genes in cotton.

Supplementary Materials: Supplementary materials can be found at http://www.mdpi.com/1422-0067/20/7/
1727/s1.

Author Contributions: C.S. conceived and designed the research. X.L. performed the experiments; X.W. analyzed
the data; C.S. and X.L. contributed to writing the manuscript; C.S. and J.R. modified and revised the manuscript.
All authors read and approved the final manuscript.

Funding: This work was supported by the National Key R&D Program for Crop Breeding (2016YFD0101417) to
J.R., the Natural Science Foundation of Zhejiang Province, China (LQ19C020006), the Program for Research and
Development of the Zhejiang A&F University (2018FR038) and the State Key Laboratory of Cotton Biology Open
Fund (CB2019A02).

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

References

1. Sexton, P.D.; Gerard, C.J. Emergence Force of Cotton Seedlings as Influenced by Salinity1. Agron. J. 1982, 74,
699–702. [CrossRef]

2. Brugnoli, E.; Lauteri, M. Effects of Salinity on Stomatal Conductance, Photosynthetic Capacity, and Carbon
Isotope Discrimination of Salt-Tolerant (Gossypium hirsutum L.) and Salt-Sensitive (Phaseolus vulgaris L.) C(3)
Non-Halophytes. Plant Physiol. 1991, 95, 628–635. [CrossRef] [PubMed]

3. Gerard, C.J. Emergence force by cotton seedlings. Agron. J. 1980, 72, 473–476. [CrossRef]
4. Park, H.J.; Kim, W.Y.; Yun, D.J. A New Insight of Salt Stress Signaling in Plant. Mol. Cells 2016, 39, 447–459.

[CrossRef] [PubMed]

http://www.mdpi.com/1422-0067/20/7/1727/s1
http://www.mdpi.com/1422-0067/20/7/1727/s1
http://dx.doi.org/10.2134/agronj1982.00021962007400040025x
http://dx.doi.org/10.1104/pp.95.2.628
http://www.ncbi.nlm.nih.gov/pubmed/16668029
http://dx.doi.org/10.2134/agronj1980.00021962007200030016x
http://dx.doi.org/10.14348/molcells.2016.0083
http://www.ncbi.nlm.nih.gov/pubmed/27239814


Int. J. Mol. Sci. 2019, 20, 1727 16 of 18

5. Peng, Z.; He, S.; Gong, W.; Xu, F.; Pan, Z.; Jia, Y.; Geng, X.; Du, X. Integration of proteomic and transcriptomic
profiles reveals multiple levels of genetic regulation of salt tolerance in cotton. BMC Plant Biol. 2018, 18, 128.
[CrossRef]

6. Tanveer, M.; Shah, A.N. An insight into salt stress tolerance mechanisms of Chenopodium album. Environ. Sci.
Pollut. Res. Int. 2017, 24, 16531–16535. [CrossRef] [PubMed]

7. Allakhverdiev, S.I.; Kinoshita, M.; Inaba, M.; Suzuki, I.; Murata, N. Unsaturated fatty acids in membrane
lipids protect the photosynthetic machinery against salt-induced damage in Synechococcus. Plant Physiol.
2001, 125, 1842–1853. [CrossRef]

8. Bischoff, F.R.; Ponstingl, H. Catalysis of guanine nucleotide exchange on Ran by the mitotic regulator RCC1.
Nature 1991, 354, 80–82. [CrossRef] [PubMed]

9. Moore, M.S.; Blobel, G. The GTP-binding protein Ran/TC4 is required for protein import into the nucleus.
Nature 1993, 365, 661–663. [CrossRef]

10. Newport, J. A role for Ran-GTP and Crm1 in blocking re-replication. Cell 2004, 119, 145. [CrossRef]
11. Ohtsubo, M.; Kai, R.; Furuno, N.; Sekiguchi, T.; Sekiguchi, M.; Hayashida, H.; Kuma, K.; Miyata, T.;

Fukushige, S.; Murotsu, T.; et al. Isolation and characterization of the active cDNA of the human cell cycle
gene (RCC1) involved in the regulation of onset of chromosome condensation. Genes Dev. 1987, 1, 585–593.
[CrossRef]

12. Lin, Y.L.; Chen, H.L.; Cheng, S.B.; Yeh, D.C.; Huang, C.C.; P’Eng, F.K.; Tsai, T.C.; Wu, C.C.; Chen, C.M.
Methylation-silencing RCC1 expression is associated with tumorigenesis and depth of invasion in gastric
cancer. Int. J. Clin. Exp. Pathol. 2015, 8, 14257–14269.

13. Kliebenstein, D.J.; Lim, J.E.; Landry, L.G.; Last, R.L. Arabidopsis UVR8 regulates ultraviolet-B signal
transduction and tolerance and contains sequence similarity to human regulator of chromatin condensation
1. Plant Physiol. 2002, 130, 234–243. [CrossRef]

14. Brown, B.A.; Cloix, C.; Jiang, G.H.; Kaiserli, E.; Herzyk, P.; Kliebenstein, D.J.; Jenkins, G.I. A UV-B-specific
signaling component orchestrates plant UV protection. Proc. Natl. Acad. Sci. USA 2005, 102, 18225–18230.
[CrossRef]

15. Favory, J.J.; Stec, A.; Gruber, H.; Rizzini, L.; Oravecz, A.; Funk, M.; Albert, A.; Cloix, C.; Jenkins, G.I.;
Oakeley, E.J.; et al. Interaction of COP1 and UVR8 regulates UV-B-induced photomorphogenesis and stress
acclimation in Arabidopsis. EMBO J. 2009, 28, 591–601. [CrossRef]

16. Kaiserli, E.; Jenkins, G.I. UV-B promotes rapid nuclear translocation of the Arabidopsis UV-B specific
signaling component UVR8 and activates its function in the nucleus. Plant Cell 2007, 19, 2662–2673. [CrossRef]

17. Rizzini, L.; Favory, J.J.; Cloix, C.; Faggionato, D.; O’Hara, A.; Kaiserli, E.; Baumeister, R.; Schafer, E.; Nagy, F.;
Jenkins, G.I.; et al. Perception of UV-B by the Arabidopsis UVR8 protein. Science 2011, 332, 103–106.
[CrossRef]

18. Yin, R.; Skvortsova, M.Y.; Loubery, S.; Ulm, R. COP1 is required for UV-B-induced nuclear accumulation of
the UVR8 photoreceptor. Proc. Natl. Acad. Sci. USA 2016, 113, E4415–E4422. [CrossRef]

19. Kuhn, K.; Carrie, C.; Giraud, E.; Wang, Y.; Meyer, E.H.; Narsai, R.; des Francs-Small, C.C.; Zhang, B.;
Murcha, M.W.; Whelan, J. The RCC1 family protein RUG3 is required for splicing of nad2 and complex I
biogenesis in mitochondria of Arabidopsis thaliana. Plant. J. 2011, 67, 1067–1080. [CrossRef]

20. Ji, H.; Wang, Y.; Cloix, C.; Li, K.; Jenkins, G.I.; Wang, S.; Shang, Z.; Shi, Y.; Yang, S.; Li, X. The Arabidopsis
RCC1 Family Protein TCF1 Regulates Freezing Tolerance and Cold Acclimation through Modulating Lignin
Biosynthesis. PLoS Genet. 2015, 11, e1005471. [CrossRef]

21. Wywial, E.; Singh, S.M. Identification and structural characterization of FYVE domain-containing proteins
of Arabidopsis thaliana. BMC Plant. Biol 2010, 10, 157.

22. Hopkins, J.; Pierre, O.; Kazmierczak, T.; Gruber, V.; Frugier, F.; Clement, M.; Frendo, P.; Herouart, D.;
Boncompagni, E. MtZR1, a PRAF protein, is involved in the development of roots and symbiotic root
nodules in Medicago truncatula. Plant Cell Environ. 2014, 37, 658–669. [CrossRef]

23. Zhang, T.; Hu, Y.; Jiang, W.; Fang, L.; Guan, X.; Chen, J.; Zhang, J.; Saski, C.A.; Scheffler, B.E.; Stelly, D.M.;
et al. Sequencing of allotetraploid cotton (Gossypium hirsutum L. acc. TM-1) provides a resource for fiber
improvement. Nat. Biotechnol. 2015, 33, 531–537. [CrossRef]

24. Bai, W.Q.; Xiao, Y.H.; Zhao, J.; Song, S.Q.; Hu, L.; Zeng, J.Y.; Li, X.B.; Hou, L.; Luo, M.; Li, D.M.; et al.
Gibberellin overproduction promotes sucrose synthase expression and secondary cell wall deposition in
cotton fibers. PLoS ONE 2014, 9, e96537. [CrossRef]

http://dx.doi.org/10.1186/s12870-018-1350-1
http://dx.doi.org/10.1007/s11356-017-9337-2
http://www.ncbi.nlm.nih.gov/pubmed/28589277
http://dx.doi.org/10.1104/pp.125.4.1842
http://dx.doi.org/10.1038/354080a0
http://www.ncbi.nlm.nih.gov/pubmed/1944575
http://dx.doi.org/10.1038/365661a0
http://dx.doi.org/10.1016/j.cell.2004.09.021
http://dx.doi.org/10.1101/gad.1.6.585
http://dx.doi.org/10.1104/pp.005041
http://dx.doi.org/10.1073/pnas.0507187102
http://dx.doi.org/10.1038/emboj.2009.4
http://dx.doi.org/10.1105/tpc.107.053330
http://dx.doi.org/10.1126/science.1200660
http://dx.doi.org/10.1073/pnas.1607074113
http://dx.doi.org/10.1111/j.1365-313X.2011.04658.x
http://dx.doi.org/10.1371/journal.pgen.1005471
http://dx.doi.org/10.1111/pce.12185
http://dx.doi.org/10.1038/nbt.3207
http://dx.doi.org/10.1371/journal.pone.0096537


Int. J. Mol. Sci. 2019, 20, 1727 17 of 18

25. Beasley, C.A.; Ting, I.P. Effects of Plant Growth Substances on in Vitro Fiber Development from Unfertilized
Cotton Ovules. Am. J. Bot. 1974, 61, 188–194. [CrossRef]

26. Gialvalis, S.; Seagull, R.W. Plant Hormones Alter Fiber Initiation in Unfertilized, Cultured Ovules of
Gossypium hirsutum. J. Cotton Sci. 2001, 5, 252–258.

27. Olszewski, N.; Sun, T.P.; Gubler, F. Gibberellin signaling: Biosynthesis, catabolism, and response pathways.
Plant Cell 2002, 14 (Suppl. 1), S61–S80. [CrossRef]

28. Qin, Y.M.; Hu, C.Y.; Pang, Y.; Kastaniotis, A.J.; Hiltunen, J.K.; Zhu, Y.X. Saturated very-long-chain fatty acids
promote cotton fiber and Arabidopsis cell elongation by activating ethylene biosynthesis. Plant Cell 2007, 19,
3692–3704. [CrossRef]

29. Seagull, R.W.; Giavalis, S.; Pre- Seagull, R.W.; Giavalis, S. Pre- and post-anthesis application of exogenous
hormones alters fiber production in Gossypium hirsutum L. cultivar Maxxa GTO. J. Cotton Sci. 2004, 8, 105–111.

30. Xiao, Y.H.; Li, D.M.; Yin, M.H.; Li, X.B.; Zhang, M.; Wang, Y.J.; Dong, J.; Zhao, J.; Luo, M.; Luo, X.Y.; et al.
Gibberellin 20-oxidase promotes initiation and elongation of cotton fibers by regulating gibberellin synthesis.
J. Plant Physiol. 2010, 167, 829–837. [CrossRef]

31. Zhang, M.; Zheng, X.; Song, S.; Zeng, Q.; Hou, L.; Li, D.; Zhao, J.; Wei, Y.; Li, X.; Luo, M.; et al. Spatiotemporal
manipulation of auxin biosynthesis in cotton ovule epidermal cells enhances fiber yield and quality. Nat.
Biotechnol. 2011, 29, 453–458. [CrossRef]

32. Houhoula, D.P.; Oreopoulou, V.; Tzia, C. The effect of process time and temperature on the accumulation of
polar compounds in cottonseed oil during deep-fat frying. J. Sci. Food Agric. 2003, 83, 314–319. [CrossRef]

33. Abe, H.; Kamai, T.; Shirataki, H.; Oyama, T.; Arai, K.; Yoshida, K. High expression of Ran GTPase is
associated with local invasion and metastasis of human clear cell renal cell carcinoma. Int. J. Cancer 2008,
122, 2391–2397. [CrossRef]

34. Cekan, P.; Hasegawa, K.; Pan, Y.; Tubman, E.; Odde, D.; Chen, J.Q.; Herrmann, M.A.; Kumar, S.; Kalab, P.
RCC1-dependent activation of Ran accelerates cell cycle and DNA repair, inhibiting DNA damage-induced
cell senescence. Mol. Biol. Cell 2016, 27, 1346–1357. [CrossRef]

35. Kurisetty, V.V.; Johnston, P.G.; Johnston, N.; Erwin, P.; Crowe, P.; Fernig, D.G.; Campbell, F.C.; Anderson, I.P.;
Rudland, P.S.; El-Tanani, M.K. RAN GTPase is an effector of the invasive/metastatic phenotype induced by
osteopontin. Oncogene 2008, 27, 7139–7149. [CrossRef]

36. Ly, T.K.; Wang, J.; Pereira, R.; Rojas, K.S.; Peng, X.; Feng, Q.; Cerione, R.A.; Wilson, K.F. Activation of the Ran
GTPase is subject to growth factor regulation and can give rise to cellular transformation. J. Biol. Chem. 2010,
285, 5815–5826. [CrossRef]

37. Xia, F.; Lee, C.W.; Altieri, D.C. Tumor cell dependence on Ran-GTP-directed mitosis. Cancer Res. 2008, 68,
1826–1833. [CrossRef]

38. Yuen, H.F.; Chan, K.K.; Grills, C.; Murray, J.T.; Platt-Higgins, A.; Eldin, O.S.; O’Byrne, K.; Janne, P.;
Fennell, D.A.; Johnston, P.G.; et al. Ran is a potential therapeutic target for cancer cells with molecular
changes associated with activation of the PI3K/Akt/mTORC1 and Ras/MEK/ERK pathways. Clin. Cancer
Res. 2012, 18, 380–391. [CrossRef]

39. Heijde, M.; Ulm, R. UV-B photoreceptor-mediated signalling in plants. Trends Plant Sci. 2012, 17, 230–237.
[CrossRef]

40. Jenkins, G.I. The UV-B photoreceptor UVR8: From structure to physiology. Plant Cell 2014, 26, 21–37.
[CrossRef]

41. Li, J.; Yang, L.; Jin, D.; Nezames, C.D.; Terzaghi, W.; Deng, X.W. UV-B-induced photomorphogenesis in
Arabidopsis. Protein Cell 2013, 4, 485–492. [CrossRef]

42. Tilbrook, K.; Arongaus, A.B.; Binkert, M.; Heijde, M.; Yin, R.; Ulm, R. The UVR8 UV-B Photoreceptor:
Perception, Signaling and Response. Arabidopsis Book 2013, 11, e0164. [CrossRef]

43. Allen, V.G.; Baker, M.T.; Segarra, E.; Brown, C.P. Integrated Irrigated Crop—Livestock Systems in Dry
Climates. Agron. J. 2007, 99, 346–360. [CrossRef]

44. Xiong, L.; Schumaker, K.S.; Zhu, J.K. Cell Signaling during Cold, Drought, and Salt Stress. Plant Cell 2002, 14,
S165. [CrossRef]

45. Huala, E.; Dickerman, A.W.; Garcia-Hernandez, M.; Weems, D.; Reiser, L.; LaFond, F.; Hanley, D.; Kiphart, D.;
Zhuang, M.; Huang, W.; et al. The Arabidopsis Information Resource (TAIR): A comprehensive database
and web-based information retrieval, analysis, and visualization system for a model plant. Nucleic Acids Res.
2001, 29, 102–105. [CrossRef]

http://dx.doi.org/10.1002/j.1537-2197.1974.tb06045.x
http://dx.doi.org/10.1105/tpc.010476
http://dx.doi.org/10.1105/tpc.107.054437
http://dx.doi.org/10.1016/j.jplph.2010.01.003
http://dx.doi.org/10.1038/nbt.1843
http://dx.doi.org/10.1002/jsfa.1314
http://dx.doi.org/10.1002/ijc.23400
http://dx.doi.org/10.1091/mbc.E16-01-0025
http://dx.doi.org/10.1038/onc.2008.325
http://dx.doi.org/10.1074/jbc.M109.071886
http://dx.doi.org/10.1158/0008-5472.CAN-07-5279
http://dx.doi.org/10.1158/1078-0432.CCR-11-2035
http://dx.doi.org/10.1016/j.tplants.2012.01.007
http://dx.doi.org/10.1105/tpc.113.119446
http://dx.doi.org/10.1007/s13238-013-3036-7
http://dx.doi.org/10.1199/tab.0164
http://dx.doi.org/10.2134/agronj2006.0148
http://dx.doi.org/10.1105/tpc.000596
http://dx.doi.org/10.1093/nar/29.1.102


Int. J. Mol. Sci. 2019, 20, 1727 18 of 18

46. Sievers, F.; Higgins, D.G. Clustal omega. Curr. Protoc. Bioinform. 2014, 48, 3–13.
47. Letunic, I.; Bork, P. Interactive Tree of Life (iTOL): An online tool for phylogenetic tree display and annotation.

Bioinformatics 2007, 23, 127–128. [CrossRef]
48. O’Malley, R.C.; Barragan, C.C.; Ecker, J.R. A User’s Guide to the Arabidopsis T-DNA Insertion Mutant

Collections. In Plant Functional Genomics; Humana Press: New York, NY, USA, 2015.
49. Fradin, E.F.; Zhang, Z.; Juarez Ayala, J.C.; Castroverde, C.D.; Nazar, R.N.; Robb, J.; Liu, C.M.; Thomma, B.P.

Genetic dissection of Verticillium wilt resistance mediated by tomato Ve1. Plant Physiol. 2009, 150, 320–332.
[CrossRef]

© 2019 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1093/bioinformatics/btl529
http://dx.doi.org/10.1104/pp.109.136762
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Results 
	Comparison of RCC1 Genes Among Four Cotton Species 
	Phylogenetic Analysis of the RCC1 Gene Family 
	Exon–Intron Structure, Motif Assay, and Chromosomal Location Analyses 
	Analyses of Tissue-Specific Expressions 
	Expression of GhRCC1 Genes in Response to Various Hormone Treatments 
	Expression Patterns of GhRCC1 Genes in Response to Various Abiotic Stress Treatments and Subcellular Location 

	Discussion 
	Materials and Methods 
	Plant Materials and Treatment 
	Identification of RCC1 Genes in Gossypium spp. 
	Phylogenetic Analysis 
	Exon/Intron Structure, Motif Assay and Chromosomal Location Analyses 
	RNA Isolation and Quantitative Real-Time Polymerase Chain Reaction (qRT-PCR) 
	Identification of T-DNA Insertional Mutants 
	Subcellular Localization 
	Gene Ontology Enrichment and Kyoto Encyclopedia of Genes and Genomes (KEGG) Analysis 
	VIGS (Virus-Induced Gene Silencing) of the Gh_A05G3028 and Gh_D10G2310 in Cotton 
	Determination of Chlorophyll Content 

	Conclusions 
	References

