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Abstract: Heat shock proteins (HSPs) play important roles in various stress conditions. In this study,
CmHSP90.5, whose expression is induced by heat and salt, was cloned from a chrysanthemum
(Chrysanthemum morifolium) ‘Jinba’ and expressed in Arabidopsis. We found that CmHSP90.5 localized
in the chloroplast. The heterologous expression of CmHSP90.5 weakened the heat tolerance of
Arabidopsis and reduced the activity of antioxidant enzymes, including superoxide dismutase (SOD),
catalase (CAT), and ascorbate peroxidase (APX), indicating that CmHSP90.5-mediated heat stress
sensitivity may be partially due to the regulation of active oxygen cleavage. The levels of expression
of AtHSP101, AtHSP15.7, and AtHSP17.6C in CmHSP90.5-overexpressing plants decreased compared
with those in wild-type (WT) plants under heat stress, indicating that these HSPs and CmHSP90.5
coregulate a plant’s heat stress tolerance. In addition, the salt stress tolerance of the CmHSP90.5-
overexpressing Arabidopsis decreased compared with that of WT plants; CmHSP90.5-overexpressing
plants showed increased Na+ levels and decreased K+ and proline levels compared with those of WT
plants. Interestingly, the expression of stress-related genes, such as the Na+/H+ antiporter encoding
gene SOS1, high-affinity K+ transporter encoding gene HKT1;1, and proline synthesis gene AtP5CS1,
decreased in CmHSP90.5-overexpressing plants under salt stress compared with those expressions in
WT plants. Our findings lay a foundation for understanding the roles of CmHSP90.5 in response to
abiotic stresses in chrysanthemum.

Keywords: heat stress; salinity; CmHSP90.5; chrysanthemum; transgenic Arabidopsis

1. Introduction

Plants, as sessile organisms, are constantly subjected to heat and salinity challenges.
Both heat and salinity stress are the main factors hampering plant growth, development,
and yield; these stresses may even cause plant death [1–4]. Heat stress may affect protein
stability, membrane permeability, cytoskeleton structure, and enzyme activity in plants,
leading to major physiological dysfunction and metabolic disorders and impeding plant
growth and development [5]. Moreover, it has been reported that yields decrease with
temperature increases [6]. The adverse effects of salinity on plants result from a reduction
in water availability in the soil as well as from sodium and chlorine ion toxicity [4]. Plants
frequently phase both heat and salinity stresses during hot summers, especially under
protected cultivation.

Heat stress proteins (HSPs) are molecular chaperone proteins that have been known
for a long time [7]. Based on their molecular weight, HSPs are divided into HSP110, HSP90,
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HSP70/80, HSP60, and small molecular HSP (sHSP) [8]. Among these HSP families, HSP90
members play an important role in the response to both biotic and abiotic stresses [9].
As typical molecular chaperone proteins, HSP90s contain three domains, including an
N-terminal conserved ATP-binding domain, a middle domain, and a C-terminal dimer-
ization domain which usually has the pentapeptide “MEEVD” [10]. In Arabidopsis, for
example, seven HSP90 genes have been identified [11]. Among them, AtHSP90.1/.2/.3/.4
contain the pentapeptide “MEEVD” at their C-terminal end; this pentapeptide is necessary
for protein cytoplasmic localization. AtHSP90.1/.2/.3/.4 are functionally redundant. In
contrast, AtHSP90.5/.6/.7 are predicted to be localized in the chloroplast, mitochondria,
and endoplasmic reticulum, respectively, based on their N-terminal signal peptides [12].
All three HSP90 protein domains play a crucial role on binding to other proteins, such as
auxiliary proteins, regulatory factors, and substrate proteins [13].

Under normal conditions, HSP90s account for 1–2% of the total protein and bind
other proteins to maintain their “non-active state” in an ATPase-dependent manner [14,15].
During the onset of stress, HSP90s depolymerize; released interaction proteins, i.e., tran-
scription factors, especially heat stress factors (HSFs), kinases, and chaperones, are now free
to activate or repress a series of signal transduction and regulatory processes in response to
the triggering stress [16].

Released HSF monomers trimerize and bind to heat shock response elements (HSEs)
to regulate downstream gene expression, including that of HSP90s [17,18]. HSP genes are
induced not only by heat stress but also by salt, drought, and oxidative stresses [19–22].
An inhibitor of HSP90 may upregulate heat-related genes, improving Arabidopsis’s heat
tolerance [23]. The overexpression of AtHSP90.2 in Arabidopsis enhances its tolerance to
oxidative stress by suppressing HSFA2 transcription [24]. ROF1, a member of the FK506-
binding protein family, interacts with AtHSP90.1 in the cytoplasm; a ternary complex with
HSFA2 is then formed and transferred to the nucleus to regulate the expression of sHSPs
in response to heat stress [25,26]. Recent studies have shown that HSP90 interacts with its
auxiliary protein SGT1 to stabilize the auxin receptor transport inhibitor response 1 (TIR1)
auxiliary protein to mediate the growth of Arabidopsis seedings at high temperatures [27,28].
Overexpressing HSP90s in rice and soybean enhanced stress tolerance compared with that
of the wild types (WTs) [29,30]. Furthermore, it has been reported that organelle localization
of HSP90 is intimately related to the response of plants to stress. Transgenic seeds and
seedlings of Arabidopsis overexpressing AtHSP90.5 and AtHSP90.7, which are localized in
chloroplasts and the endoplasmic reticulum, respectively, were more sensitive to NaCl and
drought stress than were plants which overexpressed AtHSP90.2, a cytoplasmic protein [19].

The chrysanthemum is an important ornamental plant worldwide. High temperatures
hamper growth and flower bud differentiation and cause poor flowering and fading
of flower color [31]. In addition, salinization of soil decreases the yield and quality of
chrysanthemums [32]. In hot summers, heat stress is always accompanied by salt stress
in chrysanthemum-producing areas. However, only a few genes related to heat tolerance,
such as CmCPL1, and genes related to salt tolerance, such as CcSOS1 [33], DgWRKY4 [34],
CmHSFA4 [32], ClCBF1 [35], and CmWRKY17 [36], have been functionally characterized in
chrysanthemum. Moreover, genes involved in the response to both heat and salinity stresses
remain largely unexplored, limiting the innovation and breeding progress of germplasm
with tolerances to above two stresses. In our previous study, it was found that CmHSP90.5
was differentially expressed when chrysanthemum plants were under heat or salt stress;
however, whether CmHSP90.5 confers tolerance to both salt and heat stresses remains
unknown. In our study, we found that the overexpression of CmHSP90.5 reduced the
tolerance of Arabidopsis to both heat and salt both by regulating the activity of several
antioxidant enzymes and the expression of other HSPs and by modifying the Na+/K+

ion homeostasis and osmotic proline cell content. These results suggest that CmHSP90.5,
as a potentially valuable breeding gene, might play an important role in both heat and
salt tolerance. This laid the foundation for revealing the function of CmHSP90.5 in the
regulation of heat and salt stress tolerance mechanisms in the chrysanthemum.
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2. Materials and Methods
2.1. Plant Materials and Growth Condition

Chrysanthemum ‘Jinba’ plants were obtained from the Chrysanthemum Germplasm
Resource Conservation Center, Nanjing Agricultural University, China. The plants were
potted in a 1:1 (v/v) mixture of soil and vermiculite and grown in a greenhouse. Arabidopsis
ecotype Columbia (Col-0) plants were grown in a 3:1 (v/v) mixture of vermiculite and soil
in a growth chamber with a 16 h light period at 22 ◦C, followed by an 8 h dark period at
18 ◦C, with a relative humidity of 70%.

2.2. Cloning and Sequence Analyses of CmHSP90.5

Total RNA was extracted with Trizol reagent (TaKaRa, Tokyo, Japan) from Chrysan-
themum ‘Jinba’ leaves, and 1 µg samples were used to obtain cDNA using a reverse tran-
scription kit (TaKaRa). CmEF1α (KF305681) was amplified with primers CmEF1α-F/R
(Table 1) and used as the internal reference gene. HSP90.5 gene sequences annotated in
the Chrysanthemum transcriptome database were used to design amplification primers
CmHSP90.5-F/R. The full-length CmHSP90.5 cDNA sequence was obtained using Pfu DNA
polymerase (TaKaRa Ex Taq®).

Table 1. Primer names and sequences used in this study.

Primer Name Sequence (5′-3′)

35S GACGCACAATCCCACTATCC
Actin2-F GGTAACATTGTGCTCAGTGGTGG
Actin2-R AACGACCTTAATCTTCATGCTGC

qAtHSP15.7-F TGCCGGAGAATGTGAAAGTTG
qAtHSP15.7-R CGATTTCGATGAAGTGTCCTTAGG
qAtHSP17.6c-F AAGAATGACAAGTGGCACCGTG
qAtHSP17.6c-R GGCTTTGATTTCCTCCATCTTAGC
qAtHSP101-F TGCATTTAGCTGGTGCTTTGAT
qAtHSP101-R CCACCGGCACTAGAGATTGC

qCmHSP90.5-F TTATGAAATGATGGCAGTCGCTCTT
qCmHSP90.5-R TCGGTCCTCACTTCTGATGGCTC

qAtSOS1-F TTCATCATCCTCACAATGGCTCTAA
qAtSOS1-R CCCTCATCAAGCATCTCCCAGTA

qAtHKT1;1-F TCAGTGCATATGGAAACGTTGG
qAtHKT1;1-R CAGCCACCATCGCTGATG
qAtP5CS1-F TAGCACCCGAAGAGCCCCAT
qAtP5CS1-R TTTCAGTTCCAACGCCAGTAGA
CmEF1α-F TGTAACAAGATGGATGCCACAA
CmEF1α-R TCGCCCTCAAACCCAGAAAT

CmHSP90.5-F ATGGCTCCAGTTCTTAGCAGA
CmHSP90.5-R TCAAGTACTCCATGGGTCGTCTT

pORE_R4-CmHSP90.5-F CGGGATCCAATGGCTCCAGTTCTTAG
pORE_R4-CmHSP90.5-R CGGAATTCTAGTACTCCATGGGTCGTC

pORE_R4-CmHSP90.51−70-F CGGGATCCAATGGCTCCAGTTCTTAG
pORE_R4-CmHSP90.51−70-R CGGAATTCTCTCACACCTAACAACAA

The predicted amino acid sequence for CmHSP90.5 was generated using DNAMAN
6.0 [37], and a phylogenetic tree was constructed using the neighbor-joining method
employing MEGA 5.0 software [38] with 1000 bootstrap replicates. The conserved motifs
on the full-length HSP90 family proteins were analyzed using the online MEME tool
(Multiple Expectation Maximization for Motif Elicitation, http://memesuite.org/tools/
meme, accessed on 15 July 2021) [39]. The maximum motif search value was set at 6. The
protein transit peptide was analyzed using ChloroP (http://www.cbs.dtu.dk/services/
ChloroP/, accessed on 15 July 2021).

http://memesuite.org/tools/meme
http://memesuite.org/tools/meme
http://www.cbs.dtu.dk/services/ChloroP/
http://www.cbs.dtu.dk/services/ChloroP/
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2.3. Subcellular Localization of CmHSP90.5

To detect the subcellular localization of CmHSP90.5, HSP90.51−70 CDS were amplified
and inserted into the pORE-R4-GFP vector under the control of the CaMV 35S promoter
to produce a 35S:HSP90.51−70:GFP plasmid as previously reported [40]. The plasmids
pORE-R4-CmHSP90.51-70-GFP and pORE-R4-GFP (empty vector: negative control) were
infiltrated into Nicotiana benthamiana abaxial leaf cells. Transformed N. benthamiana leaves
were incubated for 16 h at 22 ◦C in the dark before observing the GFP signal via confocal
laser scanning microscopy.

2.4. Expression Profile of CmHSP90.5

For the transcription profile analysis of CmHSP90.5, tissue samples were obtained
from the root, stem, third leaves from the apex, and apical buds of Chrysanthemum ‘Jinba’
at the vegetative phase as well as from the root, stem, third leaves from the apex, tubular
flowers, and ray flowers at the reproductive stage. Chrysanthemum seedlings at the six- to
eight-leaf stage were selected for stress treatment. For the heat treatment, Chrysanthemum
seedlings were exposed to 40 ◦C [41]. For the salt treatment, 200 mM NaCl was applied
to the seedlings as previously reported [19]. All the seedlings were cultivated under a
16 h light/8 h dark photoperiod with a relative humidity of 70% and 120 µmol·m−2·s−1

light intensity. The samples were collected at 0, 0.5, 1, 2, 4, and 6 h after beginning the
heat treatment and at 0, 1, 4, 12, and 24 h of salt treatment. The total RNA was extracted
with Trizol reagent (TaKaRa, Tokyo, Japan) and the cDNA was obtained using a reverse
transcription kit (TaKaRa). Three independent biological replicates were used, and the
qRT-PCR data were calculated using the 2−∆∆Ct method [42].

2.5. Generation of CmHSP90.5-Overexpressing Arabidopsis

For genetic transformation, we generated the 35S::CmHSP90.5:GFP fusion construct
following the methods of Zhang et al. [43]. The CmHSP90.5 open reading frame was ampli-
fied by PCR using the primer set CmHSP90.5-R4-F/R (Table 1) harboring BamHI and EcoRI
restriction sites. The amplicons digested with BamHI and EcoRI were directly cloned into
the pORE-R4 cassette containing the CaMV 35S promoter, to generate the plasmid pORE-
R4-CmHSP90.5-GFP. Arabidopsis plants were transformed with R4-CmHSP90.5 through the
floral dip method [44]. Transformants were screened by germination of seeds on 1/2 MS
medium containing 25 µg·mL−1 kanamycin. DNA was extracted from putative transgenic
lines and WT Arabidopsis plants using the Multisource Genomic DNA Miniprep kit (Axygen,
Hangzhou, China). The regenerating resistant plants were obtained using PCR with the
primer pair 35S-F and qCmHSP90.5-R (Table 1). The expression level of CmHSP90.5 in T3
generations was detected by RT-PCR using the primer pair qCmHSP90.5-F/R (Table 1).

2.6. Heat Tolerance Analysis of CmHSP90.5-Overexpressing Arabidopsis Plants

Col-0 and CmHSP90.5-overexpressing Arabidopsis seedlings were planted in a 3:1 (v/v)
mixture of vermiculite and soil under a 16 h light/8 h dark photoperiod at 22 ◦C with
a relative humidity of 70%. Next, 3-week-old seedlings were exposed to 42 ◦C for 24 h
in an incubator (Sanyo, MIR-154, Shanghai, China) [45]. Each experiment included three
replicates, and each replicate included 40 individual plants. All samples were frozen in
liquid nitrogen and stored at −80 ◦C.

2.7. Salt Treatment on Transgenic Arabidopsis Plants

Transgenic and WT 3-week-old Arabidopsis plants were irrigated with 200 mM NaCl
for two weeks. A group comprised of 20 plants was used to calculate the plant survival
rate after a 2-week salinity treatment. The physiological indexes and the expression of
stress-related genes were also determined using a 20-plant group under a 2-week salinity
treatment. The experiment was repeated three times.
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2.8. Determination of the Physiological Indexes of Plants under Stress Conditions

Cytoplasmic membrane permeability was measured by relative electrolyte leakage [46].
The chlorophyll content was determined by the 80% acetone extraction method [47]. The
enzyme activity index was determined using a total superoxide dismutase SOD assay kit
(WST-1 method), a catalase CAT assay kit (visible light method), and an ascorbate peroxi-
dase APX test kit (ultraviolet colorimetric method) [48]. Both the methods and reagents for
the determination of osmotic indicators were provided by the Nanjing Jiancheng Institute
of Biological Engineering (Nanjing, China). Each experiment included three biological
replicates. For weight determination, water on the surface of plants was wiped, and then
the fresh weight was determined.

For measuring Na+ and K+ content, transgenic and WT Arabidopsis plants were har-
vested. The plants were then dried at 80 ◦C for 3 days, and 0.1 g dry samples were digested
in 2 mL HNO3. Finally, the sample volume was adjusted to 10 mL with distilled water. The
Na+ and K+ contents were measured using an Optima 2100DV inductively coupled plasma
optical emission spectrometer, as previously described [49].

2.9. Expression Profiles of Stress-Related Genes in CmHSP90.5-Overexpressing Arabidopsis Plants

To analyze the expression of stress-responsive genes, cDNA was synthesized using
RNA from the leaves of WT and transgenic Arabidopsis subjected to heat or salt stress as
a template. The stress-related genes of AtHSP15.7 [50], AtHSP17.6c [51], AtHSP101 [52],
AtSOS1, AtHKT1;1, and AtP5CS1 [53] were monitored. AtActin2 was used as the reference
gene. The sequences of all relevant primers are listed in Table 1.

2.10. Statistical Analysis

SPSS 26.0 software (SPSS Inc., Chicago, IL, USA) was used for all statistical analyses.
The Tukey’s range test (p = 0.05) was used to analyze the results after the one-way analysis
of variance was performed.

3. Results
3.1. Identification and Characterization of CmHSP90.5

The CmHSP90.5 encoding the heat shock protein HSP90.5 from Chrysanthemum was
cloned. CmHSP90.5 has an open reading frame of 2376 base pairs, encoding a 791-amino
acid protein (Figure 1). In order to elucidate the evolutionary relationship of CmHSP90.5,
HSPs proteins from four species, including seven from Arabidopsis thaliana, four from
rice and tomato, and nine from soybean, were selected for further study. Phylogenetic
analysis showed that CmHSP90.5 is evolutionarily closely related to the soybean chloroplast
protein GmHSP90.5 (Figure 2A). The conserved motifs in CmHSP90.5 and other HSP90.5s
were analyzed using the online MEME tool; this analysis showed that HSP90.5s had six
highly conserved motifs (Figure 2B). It is worth noting that the motif 3 in the N-terminal
end corresponds to an ATPase-domain (red box in Figure 1), which is an ATP/ADP
binding site related to ATPase activity. Other motifs were closely related to the structure of
HSP90s. Interestingly, analyzed HSP90.5s did not harbor the “MEEVD” pentapeptide in
their C-terminal domains, suggesting that CmHSP90.5 could not bind proteins containing
a tetratricopeptide repeat (TPR) domain. This interaction is generally important for the
growth and development of plants.

Figure 2 shows the alignment of the deduced polypeptide sequences of CmHSP90.5
with those of other plant HSP90.5s.
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of the CmHSP90.5 amino acid sequence. Phylogenetic tree was constructed using the Neighbor-
Joining method with 1000 bootstrap replicates. AtHSP90s of Arabidopsis thaliana were obtained
from TAIR (the Arabidopsis Information Resource, https://www.arabidopsis.org/, accessed on
15 July 2021). Other sequences of HSP90 homologs were obtained from GenBank database, and
their accession numbers were as follows: Arabidopsis thaliana AtHSP90.1: AT5G52640, AtHSP90.2:
AT5G56030, AtHSP90.3: AT5G56010, AtHSP90.4: AT5G56000, AtHSP90.5: AT2G04030, AtHSP90.6:
AT3G07770, AtHSP90.7: AT4G24190; GmHSP90-A1: NP_001304616; GmHSP90.6: XP_003545075.4;
GmHSP90.5: XP_003516650.1; GmHSP90.5.1: NP_001344318.1; GmHSP90.6.1: XP_003519663;
GmHSP90: XP_003545075; GmHSP90.2: NP_001236599; GmHSP90.1: NP_001236612; GmHSP90.A2;
XP_006599549; SlHSP80: NP_001234439.1; SlHSP90.6: XP_004243554.1; SlHSP90.5: XP_004239010.1;
SlHSP90: NP_001308492; SlHSP90.1: NP_001234436; OsHSP74.8: XP_015612552.1; OsHSP50.2:
EEE70117.1; rHSP90: BAA90487.1; OsHSP80.2: XP_015611111.1. (B) Conserved motifs analysis
of HSP90.5 proteins using MEME tools. Conserved motifs are showed in colored boxes.

https://www.arabidopsis.org/
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3.2. Expression Profiles of CmHSP90.5 in Different Tissues of Chrysanthemum and in Response to
Heat and Salt Treatment

The relative expression pattern of CmHSP90.5 showed that its highest expression
was in the leaf and its lowest level was in the root at both vegetative (Figure 3A) and
reproductive growth stages (Figure 3B). The expression level of CmHSP90.5 was induced
rapidly by heat stress, and it was 11.75-fold higher than that of the control at 1 h after the
beginning of the heat treatment; the expression levels of CmHSP90.5 were maintained at
a higher level compared with those of the control at 2–6 h after the beginning of the heat
treatment (Figure 3C). In addition, the 200 mM NaCl treatment induced the expression of
CmHSP90.5 rapidly; its expression was 2.98-fold higher than that of the control at 4 h and
remained at a higher level after 24 h (Figure 3D). These results suggest that CmHSP90.5
might be involved in the response to both heat and salt stresses.
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Figure 3. Expression profiling of CmHSP90.5 in Chrysanthemum ‘Jinba’. (A) Transcript abundances of
CmHSP90.5 in different tissues at vegetative growth stages. (B) Transcript abundances of CmHSP90.5
in different tissues at reproductive growth stages. CmHSP90.5 expression was induced by heat
stress (C) and NaCl treatment (D). Error bars represent ± SE. ** Statistically significant differences
were compared with Col-0 plants under different conditions. Value of p < 0.01 was considered to be
statistically significant.

3.3. Subcellular Localization of CmHSP90.5

CmHSP90.5 contains a predicted 70-aa chloroplast transit peptide at its N-terminal
region, suggesting that it might localize in chloroplasts. To verify the predicted chloroplast
localization of CmHSP90.5, we constructed a 35:CmHSP90.51−70:GFP vector carrying
70-aa from the N-terminal end of CmHSP90.5 fused to GFP. The construct was infiltrated
into N. benthamiana leaves. A strong overlap between the fluorescence pattern of the
CmHSP90.5:GFP fusion protein and chloroplast autofluorescence was observed, suggesting
a chloroplast localization for CmHSP90.5. In contrast, the GFP fluorescence and chloroplast
autofluorescence did not overlap in plants transformed with an empty vector (Figure 4).

3.4. Overexpression of CmHSP90.5 Reduced Heat Tolerance in Transgenic Arabidopsis Plants

To test whether CmHSP90.5 played a role in regulating heat tolerance, CmHSP90.5 was
introduced into Col-0 via floral dip transformation. Two transgenic lines (#1 and #5) were
confirmed by PCR using Kan-F/R primers (Figure 5A), and CmHSP90.5 transcription was
detected in the two lines via semi-quantitative PCR analysis (Figure 5B).
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Figure 5. Validation of transgenic plants. (A) PCR analysis of genomic DNA extracted from
kanamycin-resistant lines. (B) Transcription levels of CmHSP90.5 in Col-0 and transgenic lines
determined by RT-PCR. AtActin2 was used as the reference gene.

The heat tolerance of the T3 generation of lines #1 and #5 was then assayed. After
heat treatment at 42 ◦C for 24 h, severe wilting symptoms were observed in the two
transgenic lines compared with the control (Figure 6A). In response to the heat treatment,
the relative electrolytic leakage content in the transgenic lines was 4–5-fold higher than that
in WT plants (Figure 6B), while the total chlorophyll content in the transgenic lines was
significantly lower than that of the WT (Figure 6C). The activities of several antioxidant
enzymes, such as superoxide dismutase (SOD), catalase (CAT), and ascorbate peroxidase
(APX), in transgenic lines were lower (1.5-fold, 1.8-fold, and 1.4-fold, respectively) than
those in the WT under heat treatment (Figure 6D–F). Importantly, there were no significant
differences in antioxidant enzyme contents between the transgenic lines and WT plants
under normal conditions.

In order to better understand the molecular mechanism of decreased thermal stress
tolerance in CmHSP90.5 transgenic Arabidopsis, the expression patterns of AtHSP101,
AtHSP15.7, and AtHSP17.6C under thermal stress were studied. After heat treatment
at 42 ◦C for 0.5 h, the relative expression levels of AtHSP101, AtHSP15.7, and AtHSP17.6C
were lower in the transgenic lines than in the WT. However, the differences between
the expression levels of these genes diminished with the duration of the heat treatment
(Figure 7). CmHSP90.5 might hamper the regulation of sHSPs expression, causing a de-
crease in heat tolerance.
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Figure 6. Phenotypic analysis and physiological index determination of overexpression CmHSP90.5
in Arabidopsis under heat stress. (A) Phenotype of normal plants and plants under heat stress.
(B) The relative electrolytic leakage in transgenic lines and Col-0 plants under normal and heat stress.
(C) Chlorophyll of transgenic lines and Col-0 plants under normal and heat stress. (D–F) The activities
of SOD, POD, and CAT in transgenic lines and Col-0 plants under normal and heat stress. Statistically
significant differences were compared with Col-0 plants under different conditions. Error bars
represent ± SE. * Value of p < 0.05 was considered to be statistically significant.
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Figure 7. The expression level of AtHSPs genes in CmHSP90.5 transgenic Arabidopsis and Col-0
plants after heat treatment. The expression level of AtHSP15.7 (A), AtHSP101 (B), AtHSP17.6 (C) was
measured after heat treatment. The Arabidopsis AtActin2 gene was used as the reference gene. Error
bars represent ± SE. ** Statistically significant differences were compared with Col-0 plants under
different conditions. Value of p < 0.01 was considered to be statistically significant.
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3.5. Overexpression of CmHSP90.5 Reduced Salt Tolerance in Transgenic Arabidopsis Plants

To assess whether CmHSP90.5 decreased salt tolerance in Arabidopsis, CmHSP90.5-
overexpressing transgenic lines (#1 and #5) were treated with 200 mM NaCl. Under
non-stressed conditions, there were no significant differences in physiological indicators,
including fresh and dry weight and ion and proline contents, between WT and transgenic
lines either in roots or leaves. However, after salt stress treatments, the transgenic lines
showed worse performance than the WT, especially transgenic line #5 (Figure 8A). Both
fresh and dry weights of transgenic plants were significantly lower than those of WT plants
(Figure 8B,C).
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Figure 8. Overexpression CmHSP90.5 in Arabidopsis decreases survival rate under 200 mM NaCl
treatment. (A) Phenotype of plants under salt stress and after 2-week recovery. (B,C) Fresh and
dry weight measured after 2-week recovery. Error bars represent ± SE. * Statistically significant
differences were compared with Col-0 plants under different conditions. Value of p < 0.05 was
considered to be statistically significant.

To explore the role of CmHSP90.5 in salt stress response, the relative expression levels
of stress-related genes were measured. Under salt treatment, the expression of AtSOS1,
AtHKT1;1, and AtP5CS1 was lower in transgenic lines than in WT plants (Figure 9A–C).
Consistent with the changes observed in gene expression, the Na+ content of the transgenic
lines was higher than that of WT plants, whereas the content of K+ in transgenic lines
was lower than that of WT plants (Figure 10A,B) both in leaves and roots. CmHSP90.5
transgenic lines had a lower proline content than the WT lines (Figure 10C). These results
suggest that CmHSP90.5 plays a negative regulatory effect on osmotic regulation under
salt stress.
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Col-0 plants after salt treatment. The expression level of AtSOS1 (A), AtHKT1:1 (B), AtP5CS1 (C) was
measured after salt treatment. The Arabidopsis AtActin2 gene was used as the reference gene. Error
bars represent ± SE. * Statistically significant differences were compared with Col-0 plants under
different conditions. Value of p < 0.05 was considered to be statistically significant.
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Figure 10. Na+, K+, and proline contents in Col-0 and CmHSP90.5-overexpressed plants under
200 mM NaCl. (A,B) Na+ and K+ contents in roots and leaves of the plant. (C) Proline content
in CmHSP90.5 transgenic Arabidopsis and Col-0 plants. Error bars represent ± SE. ** Statistically
significant differences were compared with Col-0 plants under different conditions. Value of p < 0.01
was considered to be statistically significant.

4. Discussion
4.1. CmHSP90.5 Is a Heat Shock Protein Family Member and Is Chloroplast-Localized

Heat stress proteins play an important role as molecular chaperones involved in
plant responses to various stresses. In our study, we identified an HSP90 family gene,
CmHSP90.5, from Chrysanthemum which shared high sequence similarity with GmHSP90.5
(Figure 1B). It is well-known that molecular chaperones, including HSPs, are necessary for
the correct folding and final confirmation of many proteins in vivo [53]. The ATP-binding
domain at the N-terminal region plays an important role in the function of HSPs. The
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conformational transition of HSP90s between the open and closed states relies on ATP
binding and hydrolysis [54]. Mutations in the ATP-binding domain may cause the abolition
of HSP90 functions both in vivo and in vitro [55]. Our report showed that CmHSP90.5
has a conserved ATPase domain at motif 3 (Figure 1A), similar to that of other HSP90.5s,
indicating that it could function as a molecular chaperone. The other five motifs position
CmHSP90.5 as a member of the HSP90 family of proteins (Figure 1C). Interestingly, those
HSP90.5s that lack the five-peptide domain “MEEVD” in their C-terminal end (this do-
main is related to cytoplasmic localization of the protein and vital for interacting with
proteins with a TPR domain) might be located in an organelle (Figure 1A) [53]. HSP90s,
constituting a multimember family, have been found to localize in the cytoplasm and
different organelles in plants. Using Arabidopsis as an example, the signal pentapeptide
“MEEVD” at the C-terminal end is important for the subcellular localization of HSPs; all
AtHSP90.1/.2/.3/.4 present this domain and are located in the cytoplasm. In contrast,
AtHSP90.5 is guided into chloroplasts by a polypeptide consisting of 60 amino acids at
its N-terminal region, while AtHSP90.6 is located in mitochondria due to the presence of
a 48-amino acid polypeptide at its N-terminal end. The endoplasmic reticulum-located
AtHSP90.7 proteins have 18-30-amino acid signal sequences at their N-terminal ends and
a “KDEL” endoplasmic reticulum resident sequence in their C-terminal regions [56]. In
our study, the Chrysanthemum ‘Jinba’ CmHSP90.5 contained a 70-amino acid chloroplast
transit peptide at its N-terminal end, implying that it might be located in the chloroplast.
Our subcellular localization assay showed that the CmHSP90.51−70:GFP fluorescence and
chloroplast autofluorescence overlapped (Figure 3). Therefore, CmHSP90.5 is located in the
chloroplast due to the presence of its N-terminal signal peptide. Meanwhile, the expression
level of CmHSP90.5 was highest in the leaf at both vegetative (Figure 3A) and reproduc-
tive growth stages (Figure 3B), consistent with its subcellular location in chloroplast of
Chrysanthemum. CmHSP90.5 might function in regulating the response of the leaves in
Chrysanthemum upon salt and heat stresses.

4.2. CmHSP90.5 Confers Sensitivity to Heat Stress by Regulating Antioxidants and Heat
Shock Proteins

Both high temperature and salinity seriously damage organisms. Plants may adapt or
comply with extreme environments in different ways [57], including physical, anatomical,
and physiological responses, such as changes in leaf orientation and stomatal conductance
to overcome high temperature and shifts in developmental stages, retention of root hy-
draulic conductance, or accumulation of protective substances under saline as well as high
temperature stresses. Moreover, at the onset of a stressful condition, plants may adjust
their hormone balance, including changes in abscisic acid, ethylene, and jasmonic acid,
and produce secondary metabolites. In addition, plants can regulate gene expression and
synthesize stress-related biomolecules and proteins when facing challenging situations [58].
HSPs, as marker symbols related with stresses, are quickly synthesized.

In our study, CmHSP90.5 was induced both by heat and salt stresses, indicating
that it might be involved in the response of the Chrysanthemum to both conditions. To
explore the function of CmHSP90.5 in the plant’s response to heat stress, we generated
CmHSP90.5-overexpressing Arabidopsis and found that CmHSP90.5 decreased the tolerance
of Arabidopsis to heat. Reactive oxygen species (ROS), as signal molecules, are not only
involved in the regulation of different pathways when under biotic or abiotic stress but
also function as toxic byproducts of stress metabolism, causing plant damage or even
plant death [59]. Under heat stress, plants accumulate a large amount of ROS (e.g., O2.-,
H2O2, OH˙, and 1O2), resulting in the oxidative damage of cell membranes, affecting
the membrane permeability and leading to intracellular electrolyte extravasation and
increased osmotic potential [60]. Here, the overexpression of CmHSP90.5 led to increased
cell membrane permeability (Figure 5C), implying that transgenic line cells were more
damaged at high temperatures than WT cells were. Electrolyte leakage, as a symbol of stress
responses in plant cells, is widely used to measure the degree of plant stress tolerance [60].
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Therefore, the higher the electrolyte leakage is, the lesser the tolerance to heat stress that
was observed in plants overexpressing CmHSP90.5. At the same time, ROS accumulation
is the main reason for chlorophyll content decreases in plants [61]. In this study, the
total chlorophyll content in transgenic lines was significantly lower than in WT plants
under heat stress, indicating that the overexpression of CmHSP90.5 accelerated chlorophyll
decomposition (Figure 5D). Under stresses, antioxidant enzymes, such as SOD, CAT, and
APX, are conducive to maintaining the balance between the production and clearance of
ROS in plant cells, preventing membrane lipid peroxidation. Therefore, the protective
enzyme activity of plants under heat stress is often regarded as an important adversity
indicator [62]. In our study, the activities of SOD, CAT, and APX increased under heat
stress in both transgenic and WT plants; however, such activities were significantly lower
overall in transgenic plants than in WT plants (Figure 5E–G), suggesting that CmHSP90.5
hampers heat stress tolerance via the regulation of the ROS-scavenging system.

It has been reported that several HSP family members, such as HSP101 and sHSPs,
are involved in responses to various stresses. Overexpression of Arabidopsis AtHSP101 in
rice significantly enhanced the heat tolerance of plants [63]. sHSPs such as AtHSP15.7 and
AtHSP17.6C play a key role in assisting plant cells in avoiding heat stress damage [41]. In
this study, the relative expression levels of AtHSP101, AtHSP15.7, and AtHSP17.6C were
lower in transgenic lines than in WT plants under heat stress (Figure 6), suggesting that
the CmHSP90.5-hampered resistance of Arabidopsis to heat tolerance might restrain the
expression of these heat-related HSPs.

4.3. CmHSP90.5 Confers Salt Stress Sensitivity by Regulating Ion Homeostasis and Osmosis

Soil salinization is one of the main abiotic stresses faced by plants during growth
and development. Salt stress can cause ion toxicity and osmotic stress, leading to nutrient
deficiency and oxidative damage, and may severely inhibit plant growth, yield, and even
survival [64]. The overexpression of AtHSP90.5 in Arabidopsis weakens the tolerance to salt
stress [19]. Similarly, in our study, we found that CmHSP90.5 increased plant salt sensitivity,
suggesting that the role of HSP90.5 in salt response might be conserved between Arabidopsis
and Chrysanthemum.

The Na+ and K+ homeostasis in plant cells is an important indicator of salt tolerance
in plants [65]. In this study, ion homeostasis changed upon CmHSP90.5 overexpression; the
Na+ content was higher and the K+ content was lower in transgenic lines than in WT plants
(Figure 9A,B). The salt overly sensitive (SOS) signaling pathway, a well-known regulatory
pathway, is required in plants to respond to several abiotic stresses. As an important
member of the SOS pathway, the Na+ transporter AtSOS1 functions in Na+ tolerance under
salinity stress in plants. In this study, the expression level of SOS1 decreased in transgenic
lines under salt stress compared with that of WT plants (Figure 8A). In addition, HKTs play
a vital role in salt tolerance, and the expression level of AtHKT1;1 was lower in transgenic
lines compared with that of the WT under salt stress. Therefore, Na+ accumulation and K+

diminishment in CmHSP90.5-overexpressing plants might be due to an altered regulation
of the expression of ion transporter genes such as AtSOS1 and AtHKT1;1 under salt stress.

In Arabidopsis, an excessive number of HSP90s in organelles may slow down the
secretion and targeting of ion transporters in the plasma or vacuolar membranes to either
exclude or absorb excessive cytoplasmic Na+ or K+ ions. Therefore, overexpression of
AtHSP90.7 may cause changes in toxic ion accumulation, resulting in reduced plant resis-
tance [66]. In addition, the interaction between HSP90 and its substrate is based on dynamic
changes in relative binding affinity; thus, an increased availability of HSP90 may delay
the maturation or transport of the client protein [12]. It has been reported that excessive
HSP90s in the endoplasmic reticulum may slow down the secretion and targeting of ion
transporters in the plasma or vacuole membranes, leading to excessive cytoplasmic Na+ ex-
cretion rates [65]. However, the determination of the mechanism underlying the regulation
of the expression of a number of stress tolerance-related genes by the chloroplast-localized
protein CmHSP90.5 remains to be illustrated in the future.



Horticulturae 2022, 8, 532 14 of 17

Plant cells undergo osmotic regulation by accumulating osmotic substances under salt
stress. As a highly water-soluble amino acid, proline is an osmotic regulation substance that
plays an important role in preventing cell dehydration and osmotic stress. The accumulation
of proline caused by stress is positively correlated to the extent of injury [64,67]. Salt stress
causes an accumulation of large amounts of proline in plants. Here, we showed that the
expression level of AtP5CS1 in the CmHSP90.5 transgenic lines was significantly lower
than that of the WT; consequently, the proline content in the CmHSP90.5 transgenic lines
decreased. Therefore, the decrease in salt tolerance observed in CmHSP90.5-overexpressing
plants might be partially due to a diminishment in osmotic tolerance.

In summary, CmHSP90.5, a HSP90 family gene, was induced by heat and salt stress.
CmHSP90.5, which is chloroplast-localized, contributed to the heat and salt sensitivity of
the CmHSP90.5-overexpressing Arabidopsis. Overexpression of CmHSP90.5 might affect its
interaction proteins’ function, which could regulate the activity of antioxidant enzymes,
ion homeostasis, small HSP proteins, and osmotic substances, consequently regulating the
tolerance of heat and salt stress in Chrysanthemum (Figure 11).
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However, the characteristics of CmHSP90.5 and the CmHSP90.5-mediated signal
pathways in response to environmental stress in chrysanthemum remain to be illustrated.
Actual experimentation in Chrysanthemum itself needs to be performed to make any lasting
conclusions about the heat or salt tolerance qualities of CmHSP90.5. All in all, these
results provide a new insight into the roles of the HSP90 machinery response to adversity
stress and laid a foundation for better understanding of the molecular mechanisms of the
chrysanthemum in response to environmental stress.

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

Funding: This research was funded by the National Key Research and Development Program of
China (2018YFD1000400) and the National Natural Science Foundation of China (32030098).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

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



Horticulturae 2022, 8, 532 15 of 17

References
1. Parihar, P.; Singh, S.; Singh, R.; Singh, V.P.; Prasad, S.M. Effect of salinity stress on plants and its tolerance strategies: A review.

Environ. Sci. Pollut. Res. Int. 2015, 22, 4056–4075. [CrossRef]
2. Hasanuzzaman, M.; Nahar, K.; Fujit, M. Extreme Temperature Responses, Oxidative Stress and Antioxidant Defense in Plants. In

Abiotic Stress—Plant Responses and Applications in Agriculture; Intechopen: London, UK, 2013.
3. Hasanuzzaman, M.; Hossain, M.A.; da Silva, J.A.T. Response and Tolerance to Abiotic Oxidative Stress: Antioxidant Defense Is a

Key Factor. In Crop Stress and its Management: Perspectives and Strategies; Springer: Dordrecht, The Netherlands, 2012; pp. 261–315.
4. Deinlein, U.; Stephan, A.B.; Horie, T.; Luo, W.; Xu, G.; Schroeder, J.I. Plant salt-tolerance mechanisms. Trends Plant Sci. 2014,

19, 371–379. [CrossRef] [PubMed]
5. Hasanuzzaman, M.; Nahar, K.; Alam, M.M.; Roychowdhury, R.; Fujita, M. Physiological, biochemical, and molecular mechanisms

of heat stress tolerance in plants. Int. J. Mol. Sci. 2013, 14, 9643–9684. [CrossRef]
6. Wang, X.; Cai, J.; Liu, F.; Jin, M.; Yu, H.; Jiang, D.; Wollenweber, B.; Dai, T.; Cao, W. Pre-anthesis high temperature acclimation alle-

viates the negative effects of post-anthesis heat stress on stem stored carbohydrates remobilization and grain starch accumulation
in wheat. J. Cereal. Sci. 2012, 55, 331–336. [CrossRef]

7. Bui, D.C.; Lee, Y.; Lim, J.Y.; Fu, M.; Kim, J.C.; Choi, G.J.; Son, H.; Lee, Y.W. Heat shock protein 90 is required for sexual and asexual
development, virulence, and heat shock response in Fusarium graminearum. Sci. Rep. 2016, 6, 28154. [CrossRef]

8. Merck, K.B.; Groenen, P.J.; Voorter, C.E.; de Haard-Hoekman, W.A.; Horwitz, J.; Bloemendal, H.; de Jong, W.W. Structural and
functional similarities of bovine alpha-crystallin and mouse small heat-shock protein. A family of chaperones. J. Biol. Chem. 1993,
268, 1046–1052. [CrossRef]

9. Picard, D. Heat-shock protein 90, a chaperone for folding and regulation. Cell Mol. Life Sci. 2002, 59, 1640–1648. [CrossRef]
10. Wayne, N.; Mishra, P.; Bolon, D.N. Hsp90 and client protein maturation. Methods Mol. Biol. 2011, 787, 33–44. [PubMed]
11. Krishna, P.; Gloor, G. The Hsp90 family of proteins in Arabidopsis thaliana. Cell Stress Chaperones 2001, 6, 238–246. [CrossRef]
12. Sangster, T.A.; Queitsch, C. The HSP90 chaperone complex, an emerging force in plant development and phenotypic plasticity.

Curr. Opin. Plant Biol. 2005, 8, 86–92. [CrossRef] [PubMed]
13. Xu, Z.S.; Li, Z.Y.; Chen, Y.; Chen, M.; Li, L.C.; Ma, Y.Z. Heat shock protein 90 in plants: Molecular mechanisms and roles in stress

responses. Int. J. Mol. Sci. 2012, 13, 15706–15723. [CrossRef] [PubMed]
14. Wegele, H.; Müller, L.; Buchner, J. Hsp70 and Hsp90—A relay team for protein folding. Rev. Physiol. Biochem. Pharmacol. 2004,

151, 1–44. [PubMed]
15. Young, J.C.; Moarefi, I.; Hartl, F.U. Hsp90: A specialized but essential protein-folding tool. J. Cell Biol. 2001, 154, 267–273.

[CrossRef]
16. Zuehlke, A.; Johnson, J.L. Hsp90 and co-chaperones twist the functions of diverse client proteins. Biopolymers 2010, 93, 211–217.

[CrossRef] [PubMed]
17. Jacob, P.; Hirt, H.; Bendahmane, A. The heat-shock protein/chaperone network and multiple stress resistance. Plant Biotechnol. J.

2017, 15, 405–414. [CrossRef] [PubMed]
18. Jarosz, D.F.; Lindquist, S. Hsp90 and environmental stress transform the adaptive value of natural genetic variation. Science 2010,

330, 1820–1824. [CrossRef] [PubMed]
19. Song, H.; Zhao, R.; Fan, P.; Wang, X.; Chen, X.; Li, Y. Overexpression of AtHsp90.2, AtHsp90.5 and AtHsp90.7 in Arabidopsis

thaliana enhances plant sensitivity to salt and drought stresses. Planta 2009, 229, 955–964. [CrossRef]
20. Wei, Y.; Liu, W.; Hu, W.; Yan, Y.; Shi, H. The chaperone MeHSP90 recruits MeWRKY20 and MeCatalase1 to regulate drought

stress resistance in cassava. New Phytol. 2020, 226, 476–491. [CrossRef]
21. Sable, A.; Rai, K.M.; Choudhary, A.; Yadav, V.K.; Agarwal, S.K.; Sawant, S.V. Inhibition of Heat Shock proteins HSP90 and HSP70

induce oxidative stress, suppressing cotton fiber development. Sci. Rep. 2018, 8, 3620. [CrossRef]
22. Song, H.; Fan, P.; Li, Y. Overexpression of Organellar and Cytosolic AtHSP90 in Arabidopsis thaliana Impairs Plant Tolerance to

Oxidative Stress. Plant Mol. Biol. Rep. 2009, 27, 342–349. [CrossRef]
23. McLellan, C.A.; Turbyville, T.J.; Wijeratne, E.M.; Kerschen, A.; Vierling, E.; Queitsch, C.; Whitesell, L.; Gunatilaka, A.A. A

rhizosphere fungus enhances Arabidopsis thermotolerance through production of an HSP90 inhibitor. Plant Physiol. 2007,
145, 174–182. [CrossRef] [PubMed]

24. Nishizawa-Yokoi, A.; Tainaka, H.; Yoshida, E.; Tamoi, M.; Yabuta, Y.; Shigeoka, S. The 26S proteasome function and Hsp90 activity
involved in the regulation of HsfA2 expression in response to oxidative stress. Plant Cell Physiol. 2010, 51, 486–546. [CrossRef]
[PubMed]

25. Meiri, D.; Breiman, A. Arabidopsis ROF1 (FKBP62) modulates thermotolerance by interacting with HSP90.1 and affecting the
accumulation of HsfA2-regulated sHSPs. Plant J. 2009, 59, 387–399. [CrossRef]

26. Aviezer-Hagai, K.; Skovorodnikova, J.; Galigniana, M.; Farchi-Pisanty, O.; Maayan, E.; Bocovza, S.; Efrat, Y.; von Koskull-Doring, P.;
Ohad, N.; Breiman, A. Arabidopsis immunophilins ROF1 (AtFKBP62) and ROF2 (AtFKBP65) exhibit tissue specificity, are
heat-stress induced, and bind HSP90. Plant Mol. Biol. 2007, 63, 237–255. [CrossRef] [PubMed]

27. Wang, R.; Zhang, Y.; Kieffer, M.; Yu, H.; Kepinski, S.; Estelle, M. HSP90 regulates temperature-dependent seedling growth in
Arabidopsis by stabilizing the auxin co-receptor F-box protein TIR1. Nat. Commun. 2016, 7, 10269. [CrossRef]

28. Watanabe, E.; Mano, S.; Hara-Nishimura, I.; Nishimura, M.; Yamada, K. HSP90 stabilizes auxin receptor TIR1 and ensures
plasticity of auxin responses. Plant Signal. Behav. 2017, 12, e1311439. [CrossRef]

http://doi.org/10.1007/s11356-014-3739-1
http://doi.org/10.1016/j.tplants.2014.02.001
http://www.ncbi.nlm.nih.gov/pubmed/24630845
http://doi.org/10.3390/ijms14059643
http://doi.org/10.1016/j.jcs.2012.01.004
http://doi.org/10.1038/srep28154
http://doi.org/10.1016/S0021-9258(18)54039-4
http://doi.org/10.1007/PL00012491
http://www.ncbi.nlm.nih.gov/pubmed/21898225
http://doi.org/10.1379/1466-1268(2001)006&lt;0238:THFOPI&gt;2.0.CO;2
http://doi.org/10.1016/j.pbi.2004.11.012
http://www.ncbi.nlm.nih.gov/pubmed/15653405
http://doi.org/10.3390/ijms131215706
http://www.ncbi.nlm.nih.gov/pubmed/23443089
http://www.ncbi.nlm.nih.gov/pubmed/14740253
http://doi.org/10.1083/jcb.200104079
http://doi.org/10.1002/bip.21292
http://www.ncbi.nlm.nih.gov/pubmed/19697319
http://doi.org/10.1111/pbi.12659
http://www.ncbi.nlm.nih.gov/pubmed/27860233
http://doi.org/10.1126/science.1195487
http://www.ncbi.nlm.nih.gov/pubmed/21205668
http://doi.org/10.1007/s00425-008-0886-y
http://doi.org/10.1111/nph.16346
http://doi.org/10.1038/s41598-018-21866-0
http://doi.org/10.1007/s11105-009-0091-6
http://doi.org/10.1104/pp.107.101808
http://www.ncbi.nlm.nih.gov/pubmed/17631526
http://doi.org/10.1093/pcp/pcq015
http://www.ncbi.nlm.nih.gov/pubmed/20147301
http://doi.org/10.1111/j.1365-313X.2009.03878.x
http://doi.org/10.1007/s11103-006-9085-z
http://www.ncbi.nlm.nih.gov/pubmed/17080288
http://doi.org/10.1038/ncomms10269
http://doi.org/10.1080/15592324.2017.1311439


Horticulturae 2022, 8, 532 16 of 17

29. Xu, J.; Xue, C.; Xue, D.; Zhao, J.; Gai, J.; Guo, N.; Xing, H. Overexpression of GmHsp90s, a heat shock protein 90 (Hsp90) gene
family cloning from soybean, decrease damage of abiotic stresses in Arabidopsis thaliana. PLoS ONE 2013, 8, e69810. [CrossRef]

30. Xiang, J.; Chen, X.; Hu, W.; Xiang, Y.; Yan, M.; Wang, J. Overexpressing heat-shock protein OsHSP50.2 improves drought tolerance
in rice. Plant Cell Rep. 2018, 37, 1585–1595. [CrossRef]

31. Zhou, L.J.; Geng, Z.; Wang, Y.; Wang, Y.; Liu, S.; Chen, C.; Song, A.; Jiang, J.; Chen, S.; Chen, F. A novel transcription factor
CmMYB012 inhibits flavone and anthocyanin biosynthesis in response to high temperatures in chrysanthemum. Hortic. Res. 2021,
8, 248. [CrossRef]

32. Li, F.; Zhang, H.; Zhao, H.; Gao, T.; Song, A.; Jiang, J.; Chen, F.; Chen, S. Chrysanthemum CmHSFA4 gene positively regulates salt
stress tolerance in transgenic chrysanthemum. Plant Biotechnol. J. 2018, 16, 1311–1321. [CrossRef]

33. An, J.; Song, A.; Guan, Z.; Jiang, J.; Chen, F.; Lou, W.; Fang, W.; Liu, Z.; Chen, S. The over-expression of Chrysanthemum crassum
CcSOS1 improves the salinity tolerance of chrysanthemum. Mol. Biol. Rep. 2014, 41, 4155–4162. [CrossRef]

34. Wang, K.; Wu, Y.H.; Tian, X.Q.; Bai, Z.Y.; Liang, Q.Y.; Liu, Q.L.; Pan, Y.Z.; Zhang, L.; Jiang, B.B. Overexpression of DgWRKY4
Enhances Salt Tolerance in Chrysanthemum Seedlings. Front. Plant Sci. 2017, 8, 1592. [CrossRef] [PubMed]

35. Gao, W.; He, M.; Liu, J.; Ma, X.; Zhang, Y.; Dai, S.; Zhou, Y. Overexpression of Chrysanthemum lavandulifolium ClCBF1 in
Chrysanthemum morifolium ‘White Snow’ improves the level of salinity and drought tolerance. Plant Physiol. Biochem. 2018,
124, 50–58. [CrossRef]

36. Li, P.; Song, A.; Gao, C.; Wang, L.; Wang, Y.; Sun, J.; Jiang, J.; Chen, F.; Chen, S. Chrysanthemum WRKY gene CmWRKY17
negatively regulates salt stress tolerance in transgenic chrysanthemum and Arabidopsis plants. Plant Cell Rep. 2015, 34, 1365–1378.
[CrossRef] [PubMed]

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

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

39. Bailey, T.L.; Boden, M.; Buske, F.A.; Frith, M.; Grant, C.E.; Clementi, L.; Ren, J.; Li, W.W.; Noble, W.S. MEME SUITE: Tools for
motif discovery and searching. Nucleic Acids Res. 2009, 37, W202–W208. [CrossRef]

40. Zhang, L.; Ren, Y.; Lu, B.; Yang, C.; Feng, Z.; Liu, Z.; Chen, J.; Ma, W.; Wang, Y.; Yu, X.; et al. FLOURY ENDOSPERM7 encodes a
regulator of starch synthesis and amyloplast development essential for peripheral endosperm development in rice. J. Exp. Bot.
2016, 67, 633–647. [CrossRef]

41. Xu, X.; Song, H.; Zhou, Z.; Shi, N.; Ying, Q.; Wang, H. Functional characterization of AtHsp90.3 in Saccharomyces cerevisiae and
Arabidopsis thaliana under heat stress. Biotechnol. Lett. 2010, 32, 979–987. [CrossRef] [PubMed]

42. Pfaffl, M. A new mathematical model for relative quantification in real-time RT-PCR. Nucleic Acids Res. 2001, 29, e45. [CrossRef]
43. Zhang, W.; Gao, T.; Li, P.; Tian, C.; Song, A.; Jiang, J.; Guan, Z.; Fang, W.; Chen, F.; Chen, S. Chrysanthemum CmWRKY53

negatively regulates the resistance of chrysanthemum to the aphid Macrosiphoniella sanborni. Hortic. Res. 2020, 7, 109. [CrossRef]
[PubMed]

44. Clough, S.J.; Bent, A.F. Floral dip: A simplified method for Agrobacterium-mediated transformation of Arabidopsis thaliana. Plant
J. Cell Mol. Biol. 1998, 16, 735–743. [CrossRef] [PubMed]

45. Yoshida, T.; Sakuma, Y.; Todaka, D.; Maruyama, K.; Qin, F.; Mizoi, J.; Kidokoro, S.; Fujita, Y.; Shinozaki, K.; Yamaguchi-Shinozaki, K.
Functional analysis of an Arabidopsis heat-shock transcription factor HsfA3 in the transcriptional cascade downstream of the
DREB2A stress-regulatory system. Biochem. Bioph. Res. Commun. 2008, 368, 515–521. [CrossRef] [PubMed]

46. Yan, F.; Wei, H.; Ding, Y.; Li, W.; Liu, Z.; Chen, L.; Tang, S.; Ding, C.; Jiang, Y.; Li, G. Melatonin regulates antioxidant strategy in
response to continuous salt stress in rice seedlings. Plant Physiol. Biochem. 2021, 165, 239–250. [CrossRef] [PubMed]

47. Fankhauser, C.; Casal, J.J. Phenotypic characterization of a photomorphogenic mutant. Plant J. 2004, 39, 747–760. [CrossRef]
[PubMed]

48. Yong, Z.; Tang, H.; Luo, Y. Variation in Antioxidant Enzyme Activities of Two Strawberry Cultivars with Short-term Low
Temperature Stress. World J. Agric. Sci. 2008, 4, 458–462.

49. Gao, X.; Ren, Z.; Zhao, Y.; Zhang, H. Overexpression of SOD2 increases salt tolerance of Arabidopsis. Plant Physiol. 2003,
133, 1873–1881. [CrossRef] [PubMed]

50. Ma, C.; Haslbeck, M.; Babujee, L.; Jahn, O.; Reumann, S. Identification and characterization of a stress-inducible and a constitutive
small heat-shock protein targeted to the matrix of plant peroxisomes. Plant Physiol. 2006, 141, 47–60. [CrossRef]

51. Sun, W.; Van Montagu, M.; Verbruggen, N. Small heat shock proteins and stress tolerance in plants. Biochim. Biophys Acta 2002,
1577, 1–9. [CrossRef]

52. Han, G.; Yuan, F.; Guo, J.; Zhang, Y.; Sui, N.; Wang, B. AtSIZ1 improves salt tolerance by maintaining ionic homeostasis and
osmotic balance in Arabidopsis. Plant Sci. 2019, 285, 55–67. [CrossRef] [PubMed]

53. Terasawa, K.; Minami, M.; Minami, Y. Constantly updated knowledge of Hsp90. J. Biochem. 2005, 137, 443–447. [CrossRef]
54. Stebbins, C.E.; Russo, A.A.; Schneider, C.; Rosen, N.; Hartl, F.U.; Pavletich, N.P. Crystal structure of an Hsp90-geldanamycin

complex: Targeting of a protein chaperone by an antitumor agent. Cell 1997, 89, 239–250. [CrossRef]
55. Grenert, J.P.; Johnson, B.D.; Toft, D.O. The importance of ATP binding and hydrolysis by hsp90 in formation and function of

protein heterocomplexes. J. Biol. Chem. 1999, 274, 17525–17533. [CrossRef]

http://doi.org/10.1371/journal.pone.0069810
http://doi.org/10.1007/s00299-018-2331-4
http://doi.org/10.1038/s41438-021-00675-z
http://doi.org/10.1111/pbi.12871
http://doi.org/10.1007/s11033-014-3287-2
http://doi.org/10.3389/fpls.2017.01592
http://www.ncbi.nlm.nih.gov/pubmed/28959270
http://doi.org/10.1016/j.plaphy.2018.01.004
http://doi.org/10.1007/s00299-015-1793-x
http://www.ncbi.nlm.nih.gov/pubmed/25893877
http://doi.org/10.1093/bioinformatics/btm404
http://doi.org/10.1093/molbev/msr121
http://doi.org/10.1093/nar/gkp335
http://doi.org/10.1093/jxb/erv469
http://doi.org/10.1007/s10529-010-0240-x
http://www.ncbi.nlm.nih.gov/pubmed/20229063
http://doi.org/10.1093/nar/29.9.e45
http://doi.org/10.1038/s41438-020-0334-0
http://www.ncbi.nlm.nih.gov/pubmed/32637137
http://doi.org/10.1046/j.1365-313x.1998.00343.x
http://www.ncbi.nlm.nih.gov/pubmed/10069079
http://doi.org/10.1016/j.bbrc.2008.01.134
http://www.ncbi.nlm.nih.gov/pubmed/18261981
http://doi.org/10.1016/j.plaphy.2021.05.003
http://www.ncbi.nlm.nih.gov/pubmed/34082330
http://doi.org/10.1111/j.1365-313X.2004.02148.x
http://www.ncbi.nlm.nih.gov/pubmed/15315636
http://doi.org/10.1104/pp.103.026062
http://www.ncbi.nlm.nih.gov/pubmed/14630955
http://doi.org/10.1104/pp.105.073841
http://doi.org/10.1016/S0167-4781(02)00417-7
http://doi.org/10.1016/j.plantsci.2019.05.002
http://www.ncbi.nlm.nih.gov/pubmed/31203894
http://doi.org/10.1093/jb/mvi056
http://doi.org/10.1016/S0092-8674(00)80203-2
http://doi.org/10.1074/jbc.274.25.17525


Horticulturae 2022, 8, 532 17 of 17

56. Oh, S.E.; Yeung, C.; Babaei-Rad, R.; Zhao, R. Cosuppression of the chloroplast localized molecular chaperone HSP90.5 impairs
plant development and chloroplast biogenesis in Arabidopsis. BMC Res. Notes 2014, 7, 643. [CrossRef]

57. Hahn, A.; Bublak, D.; Schleiff, E.; Scharf, K.D. Crosstalk between Hsp90 and Hsp70 chaperones and heat stress transcription
factors in tomato. Plant Cell 2011, 23, 741–755. [CrossRef] [PubMed]

58. Laloum, T.; Martin, G.; Duque, P. Alternative Splicing Control of Abiotic Stress Responses. Trends Plant Sci. 2018, 23, 140–150.
[CrossRef]

59. Moller, I.M.; Jensen, P.E.; Hansson, A. Oxidative modifications to cellular components in plants. Annu. Rev. Plant Biol. 2007,
58, 459–481. [CrossRef]

60. Zhao, J.; Lu, Z.; Wang, L.; Jin, B. Plant Responses to Heat Stress: Physiology, Transcription, Noncoding RNAs, and Epigenetics.
Int. J. Mol. Sci. 2020, 22, 117. [CrossRef]

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

62. Hernandez, J.A.; Ferrer, M.A.; Jimenez, A.; Barcelo, A.R.; Sevilla, F. Antioxidant systems and O2
−/H2O2 production in the

apoplast of pea leaves. Its relation with salt-induced necrotic lesions in minor veins. Plant Physiol. 2001, 127, 817–831. [CrossRef]
63. Katiyar-Agarwal, S.; Agarwal, M.; Grover, A. Heat-tolerant basmati rice engineered by over-expression of hsp101. Plant Mol. Biol.

2003, 51, 677–686. [CrossRef] [PubMed]
64. Munns, R.; Tester, M. Mechanisms of salinity tolerance. Annu. Rev. Plant Biol. 2008, 59, 651–681. [CrossRef] [PubMed]
65. Shkolnik, D.; Finkler, A.; Pasmanik-Chor, M.; Fromm, H. Calmodulin-Binding Transcription Activator 6: A Key Regulator of Na+

Homeostasis during Germination. Plant Physiol. 2019, 180, 1101–1118. [CrossRef] [PubMed]
66. Klein, E.M.; Mascheroni, L.; Pompa, A.; Ragni, L.; Weimar, T.; Lilley, K.S.; Dupree, P.; Vitale, A. Plant endoplasmin supports the

protein secretory pathway and has a role in proliferating tissues. Plant J. 2006, 48, 657–673. [CrossRef]
67. Kant, S.; Kant, P.; Raveh, E.; Barak, S. Evidence that differential gene expression between the halophyte, Thellungiella halophila,

and Arabidopsis thaliana is responsible for higher levels of the compatible osmolyte proline and tight control of Na+ uptake in T.
halophila. Plant Cell Environ. 2006, 29, 1220–1234. [CrossRef]

http://doi.org/10.1186/1756-0500-7-643
http://doi.org/10.1105/tpc.110.076018
http://www.ncbi.nlm.nih.gov/pubmed/21307284
http://doi.org/10.1016/j.tplants.2017.09.019
http://doi.org/10.1146/annurev.arplant.58.032806.103946
http://doi.org/10.3390/ijms22010117
http://doi.org/10.1111/ppl.12787
http://doi.org/10.1104/pp.010188
http://doi.org/10.1023/A:1022561926676
http://www.ncbi.nlm.nih.gov/pubmed/12678556
http://doi.org/10.1146/annurev.arplant.59.032607.092911
http://www.ncbi.nlm.nih.gov/pubmed/18444910
http://doi.org/10.1104/pp.19.00119
http://www.ncbi.nlm.nih.gov/pubmed/30894419
http://doi.org/10.1111/j.1365-313X.2006.02904.x
http://doi.org/10.1111/j.1365-3040.2006.01502.x

	Introduction 
	Materials and Methods 
	Plant Materials and Growth Condition 
	Cloning and Sequence Analyses of CmHSP90.5 
	Subcellular Localization of CmHSP90.5 
	Expression Profile of CmHSP90.5 
	Generation of CmHSP90.5-Overexpressing Arabidopsis 
	Heat Tolerance Analysis of CmHSP90.5-Overexpressing Arabidopsis Plants 
	Salt Treatment on Transgenic Arabidopsis Plants 
	Determination of the Physiological Indexes of Plants under Stress Conditions 
	Expression Profiles of Stress-Related Genes in CmHSP90.5-Overexpressing Arabidopsis Plants 
	Statistical Analysis 

	Results 
	Identification and Characterization of CmHSP90.5 
	Expression Profiles of CmHSP90.5 in Different Tissues of Chrysanthemum and in Response to Heat and Salt Treatment 
	Subcellular Localization of CmHSP90.5 
	Overexpression of CmHSP90.5 Reduced Heat Tolerance in Transgenic Arabidopsis Plants 
	Overexpression of CmHSP90.5 Reduced Salt Tolerance in Transgenic Arabidopsis Plants 

	Discussion 
	CmHSP90.5 Is a Heat Shock Protein Family Member and Is Chloroplast-Localized 
	CmHSP90.5 Confers Sensitivity to Heat Stress by Regulating Antioxidants and Heat Shock Proteins 
	CmHSP90.5 Confers Salt Stress Sensitivity by Regulating Ion Homeostasis and Osmosis 

	References

