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New insights into the role 
of chrysanthemum calcineurin 
B–like interacting protein kinase 
CmCIPK23 in nitrate signaling 
in Arabidopsis roots
Bowen Liu1,2, Hongmei Fan3, Cuihui Sun1,2, Mingyue Yuan1,2, Xi Geng1,2, Xiao Ding1,2, 
Rui Ma1,2, Na Yan1,2, Xia Sun1,2* & Chengshu Zheng1,2*

Nitrate is an important source of nitrogen and also acts as a signaling molecule to trigger numerous 
physiological, growth, and developmental processes throughout the life of the plant. Many nitrate 
transporters, transcription factors, and protein kinases participate in the regulation of nitrate 
signaling. Here, we identified a gene encoding the chrysanthemum calcineurin B-like interacting 
protein kinase CmCIPK23, which participates in nitrate signaling pathways. In Arabidopsis, 
overexpression of CmCIPK23 significantly decreased lateral root number and length and primary root 
length compared to the WT when grown on modified Murashige and Skoog medium with KNO3 as the 
sole nitrogen source (modified MS). The expression of nitrate-responsive genes differed significantly 
between CmCIPK23-overexpressing Arabidopsis (CmCIPK23-OE) and the WT after nitrate treatment. 
Nitrate content was significantly lower in CmCIPK23-OE roots, which may have resulted from reduced 
nitrate uptake at high external nitrate concentrations (≥ 1 mM). Nitrate reductase activity and the 
expression of nitrate reductase and glutamine synthase genes were lower in CmCIPK23-OE roots. 
We also found that CmCIPK23 interacted with the transcription factor CmTGA1, whose Arabidopsis 
homolog regulates the nitrate response. We inferred that CmCIPK23 overexpression influences root 
development on modified MS medium, as well as root nitrate uptake and assimilation at high external 
nitrate supply. These findings offer new perspectives on the mechanisms by which the chrysanthemum 
CBL interacting protein kinase CmCIPK23 influences nitrate signaling.

Nitrogen (N) is one of the most important macronutrients for plant growth and development1; it is integral to 
the structure of key cellular macromolecules and participates in many plant physiological processes2. Nitrate 
(NO3

−) is the primary source of N in well-aerated soils3,4. In Arabidopsis thaliana, NO3
− is acquired by members 

of four protein families [NITRATE TRANSPORTER 1/PEPTIDE TRANSPORTER (NRT1/PTR), NITRATE 
TRANSPORTER 2 (NRT2), CHLORIDE CHANNEL (CLC), and SLOW TYPE ANION CHANNEL (SLAC1/
SLAH)]5, then transported throughout the entire plant6. A portion of the nitrate is transformed into nitrite and 
then into ammonium through the activities of nitrate reductase (NR) and nitrite reductase (NIR), respectively7. 
The ammonium resulting from nitrate reduction is combined with carbon to produce amino acids via glutamate 
dehydrogenase or the glutamine synthetase/glutamate synthase cycle (assimilation)8.

Nitrate also serves as a signal that triggers multiple biological responses and developmental processes, thereby 
regulating root and shoot development, germination, flowering, and its own transport and assimilation9. Dif-
ferent concentrations and distributions of nitrate have contrasting effects on lateral root (LR) development10,11. 
LR development makes an important contribution to overall root system development3. In general, LRs are 
more responsive to variations in nutrient availability than are primary roots (PRs)12. Indeed, LRs are one of the 
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most important components of the root system: their growth can increase root biomass, enabling the plant to 
absorb more water and nutrients and providing better anchorage in the soil13. Nitrate signaling pathways can 
promote the initiation and development of lateral roots12 through a process that involves transporters (NRT1.1/
NPF6.3, NRT2.1, NITRATE TRANSPORTER 2.2 (NRT2.2))14,15, transcription factors (MADS-box protein ANR, 
TGACG-BINDING FACTOR 1/4 (TGA1/4), NIN Like Protein 6/7 (NLP6/7)), several kinases (CALCINEURIN 
B-LIKE INTERACTING PROTEIN KINASE 8/23 (CIPK8/23), CALCIUM-DEPENDENT PROTEIN KINASE 
10/30/32 (CPK10/30/32))16, and a number of plant hormones (i.e., auxin, ethylene, abscisic acid (ABA), and 
gibberellin)17.

CBL protein-interacting protein kinases (CIPKs) belong to a family of serine-threonine kinases that specifi-
cally target calcineurin B–like proteins (CBLs)18. Twenty-six CIPK genes and 34 CIPK genes have been identified 
in Arabidopsis and rice, respectively19–21. AtCIPK proteins consist of a conserved N-terminal catalytic kinase 
domain and a highly variable C-terminal regulatory domain. There is a typical activation loop in the N-terminal 
domain and an FISL or NAF motif (that interacts with AtCBLs), a PPI motif (that interacts with protein phos-
phatase 2Cs), and an unknown functional motif in the C-terminal domain22,23. Most CIPK proteins mediate 
responses to abiotic stresses such as high salinity, osmotic stress/drought, cold23, wounding, flooding24, low 
potassium (K+), and high pH23. CIPK proteins also participate in the ABA signaling pathway; in sensing and 
signaling related to ions25 such as potassium, nitrate, and magnesium (Mg2+)26; and in iron (Fe2+) homeostasis27. 
Notably, CIPK8 positively regulates the nitrate-induced expression of primary nitrate response (PNR) genes, 
including nitrate transporter genes and genes involved in nitrate assimilation. The primary root of Arabidopsis 
cipk8 mutants was longer when nitrate was either the sole nitrogen source or was applied together with ammo-
nium (as NH4NO3)28. Nonetheless, the role of CIPK proteins in nitrate signaling remains to be fully characterized.

In Arabidopsis, the CIPK23 kinase acts as a central component in the acquisition and homeostasis of multiple 
ions, including potassium29,30, nitrate31,32, ammonium33, iron27, magnesium26, and the non-iron metals zinc (Zn2+) 
and manganese (Mn2+)34. A previous study demonstrated that the Arabidopsis cipk23 mutant had greater PR and 
LR lengths and more LRs than the wild type (WT) after 10 days (d) of growth on Hoagland’s medium contain-
ing 2 mM KNO3

33. CIPK23 was shown to phosphorylate CHL1 (NRT1.1/NPF6.3) to mediate nitrate sensing31,35 
and regulate nitrate uptake under conditions of sufficient nitrate supply36. Nitrate availability and distribution 
strongly influence root development37. Ho et al.31 demonstrated that AtCIPK23 plays a negative role in the PNR: 
following nitrate exposure, upregulation of the nitrate responsive gene AtNRT2.1 was higher in cipk23 mutants 
than in the wild type. However, little is known about the function of CIPK23 in nitrate signaling.

Chrysanthemum (Chrysanthemum morifolium) is an important traditional flower34 and is primarily propa-
gated by cutting. The root system of the chrysanthemum cutting comprises mainly adventitious roots (ARs) and 
LRs, and it relies on nitrogen fertilizer to grow17. Previous research on nitrate signaling has focused primarily 
on the PNR and root architecture38–40. In recent years, a few important nitrate regulatory genes that act in the 
PNR have been identified in Arabidopsis. However, little is known about precise nitrate signaling mechanisms 
in chrysanthemum. The TCP (TEOSINTE BRANCHED/CYCLOIDEA/PROLIFERATING CELL FACTOR) 
transcription factor gene CmTCP20 and CmANR1 have been reported to positively modulate LR development 
in chrysanthemum17,41. Gu et al.42 showed that CmNAR2 (NITRATE ASSIMILATION RELATED2) interacted 
with CmNRT2 to promote nitrate uptake. Chen et al.43 found that CmCLCa plays an important role in NO3

− stor-
age in leaf vacuoles and is a candidate gene for the improvement of chrysanthemum N-starvation tolerance.

In this study, the CIPK gene CmCIPK23 was isolated from chrysanthemum, and the root development of 
CmCIPK23-OE Arabidopsis plants was shown to be inhibited on modified MS medium. The expression of nitrate-
responsive genes differed significantly between CmCIPK23-OE and WT plants after nitrate treatment. Nitrate 
uptake, content, and assimilation were lower in CmCIPK23-OE roots. We also found that CmCIPK23 interacted 
with the transcription factor CmTGA1, whose Arabidopsis homolog regulates the nitrate response. These findings 
offer new perspectives on the mechanism by which chrysanthemum CmCIPK23 influences nitrate signaling.

Results
CmCIPK23 responds to nitrate.  The UN87566 fragment from chrysanthemum had previously been iden-
tified as homologous to Arabidopsis CIPK23 (AT1G30270)44. To ensure cloning sequence accuracy, we used 
nested 5′- and 3′-rapid-amplification of cDNA ends polymerase chain reaction (RACE PCR) to amplify this 
fragment. The full-length sequence was 1565 bp in length with a 1356-bp ORF (open reading frame), and NCBI 
SmartBLAST prediction indicated that it contained an STKc_SnRK3 serine/threonine kinase domain and a 
CIPK_C domain (Fig. S1A). Phylogenetic analysis of the chrysanthemum sequence and Arabidopsis CIPK fam-
ily members showed that it was highly similar to AtCIPK23 (AT1G30270) (Fig. S1B), and we therefore named 
it CmCIPK23. We transiently introduced a pCaMV35S:CmCIPK23-green fluorescent protein (GFP) fusion pro-
tein into Nicotiana benthamiana and used the empty vector as a negative control. Signal co-localization was 
observed by confocal laser scanning microscopy, and the GFP signal was not coincident with that of the cell 
membrane marker CD3-1007 (red) (Fig. 1A). These results demonstrated that CmCIPK23 was located in the 
cytosol (Fig. 1A).

Quantitative real time PCR (qPCR) expression profiling showed that CmCIPK23 was expressed at a higher 
level in roots than in stems, leaves, and flowers of chrysanthemum (Fig. 1B). AtCIPK23 was previously reported to 
be induced by nitrate and ammonium31,33, and we therefore treated chrysanthemum cutting-propagated seedlings 
with KNO3 or NH4Cl as a sole N source after N-starvation treatment. KCl-treated seedlings were used as controls. 
qPCR analysis showed that the expression of CmCIPK23 in chrysanthemum roots was upregulated after exposure 
to NO3

− and ammonium (NH4
+) (Fig. 1C). This result, together with the presence of conserved STKc_SnRK3 and 

CIPK_C domains, suggested that CmCIPK23 was a protein kinase that responds to NO3
− and NH4

+.
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CmCIPK23 inhibits nitrate‑mediated root development when overexpressed in Arabidop-
sis.  To investigate the function of CmCIPK23, we constructed a 35S:CmCIPK23-GFP recombinant plasmid 
and introduced it into Arabidopsis by Agrobacterium GV3101-mediated transformation. After two generations of 
antibiotic selection, we obtained and identified three independent homozygous lines (CmCIPK23-OE13, -OE16, 
and -OE17) by qPCR (Fig. 2A), and we then assessed their root developmental phenotypes. WT and transgenic 
Arabidopsis seeds were plated onto modified MS medium containing 5 mM KNO3 as the sole N source and were 
grown vertically. After 10 days of growth, the transgenic seedlings had poorer root system development than 
the WT, with reduced PR lengths, lower average LR lengths, and fewer visible LRs (Fig. 2B–E). Specifically, the 
number and average length of LRs were 0.28–0.5-fold and 0.46–0.55-fold lower in the CmCIPK23-OE lines than 
in the WT (Fig. 2D,E). The overexpression lines also showed markedly reduced shoot development relative to 
the WT plants (Fig. 2B).

We next observed the phenotypes of WT and transgenic seedlings grown vertically for 10 days on modified 
MS medium with 0.25 mM KNO3 as the sole N source. As before, the number and average length of LRs were 
dramatically lower in CmCIPK23-OE lines than in the WT (Fig. S2). The number and average length of ARs 
were also lower in the CmCIPK23-OE lines (Fig. S3). These results suggest that CmCIPK23 negatively regulates 

Figure 1.   CmCIPK23 responds to nitrate. (A) Subcellular localization of CmCIPK23. The 
pCaMV35S:CmCIPK23-GFP recombinant vector was transiently introduced into N. benthamiana leaves. The 
negative control was the pCaMV35S:GFP empty vector. The membrane marker CD-1007 (red) was obtained 
from the ABRC (Arabidopsis Biological Resource Center) and provided by Prof. Yong Wang (Shandong 
Agricultural University). Bars = 20 μm. (B) The relative expression of CmCIPK23 in roots, stems, leaves, and 
flowers of adult chrysanthemum. The internal reference gene was CmUbi. Different letters indicate a significant 
difference [P < 0.05, least significant difference (LSD)]. (C) CmCIPK23 transcript levels in roots treated with 
various nitrogen (N) sources after a 3-days period of N starvation. Cutting-propagated chrysanthemum 
plants were placed in 5 mM KCl, 5 mM NH4Cl, or 5 mM KNO3 for 3 h. The KCl-treated samples served as 
the controls. The internal reference gene was CmUbi. Each bar in (B) and (C) represents the mean ± SD of six 
replicates. n.s. P > 0.05. *P < 0.05. **P < 0.01 [Student’s t-test relative to KCl (C)].
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nitrate-mediated root development when overexpressed in Arabidopsis under conditions of both high and low 
nitrate supply.

CmCIPK23 affects the expression of nitrate‑responsive genes in Arabidopsis roots.  Nitrate 
response has been studied most extensively in roots, and AtCIPK23 is a negative regulator of the PNR under 
low nitrate conditions31,45. The PNR refers to the rapid induction by nitrate of genes whose proteins are required 
for nitrate assimilation, nitrate transport, and energy and carbon metabolism46–48. These genes are regarded as 
primary nitrate-responsive genes. To determine whether CmCIPK23 also participates in the PNR, we examined 
the nitrate-induced expression levels of the nitrate-responsive genes nitrate reductase 1 (AtNIA1) and nitrite 
reductase (AtNIR) and the nitrate signaling–related genes AtHRS1 (HYPERSENSITIVITY TO LOW PI-ELIC-
ITED PRIMARY ROOT SHORTENING 1) and AtHHO1 (HRS1 HOMOLOGUE 1). Recently, AtHRS1 was shown 
to repress nitrogen starvation responses to optimize nitrogen acquisition and utilization under various levels 
of nitrogen availability and demand49. AtHRS1 and AtHHO1 were involved in repressing primary root growth 
when phosphate (P) was deficient and nitrate was present, suggesting that HRS1/HHO1 act as integrators of P 
and nitrate signaling in the root tip50. As shown in Fig. 3A,B and D, the relative expression levels of AtNIA1, 
AtNIR, and AtHHO1 were increased by nitrate treatment in the roots of all genotypes. However, their expres-

Figure 2.   Heterologous overexpression of CmCIPK23 in Arabidopsis inhibits root development. (A) Expression 
level of CmCIPK23 in wild-type (WT) and three CmCIPK23 transgenic Arabidopsis lines (CmCIPK23-OE lines). 
(B) Root developmental phenotypes of the WT and CmCIPK23-OE lines grown on modified MS medium 
with 5 mM KNO3 as the sole N source. Scale bar = 1 cm. (C) PR length, (D) number of LRs, and (E) average 
LR length of the WT and CmCIPK23-OE lines grown on modified MS medium that contained 5 mM KNO3. 
Each bar in (C)–(E) represents the mean ± SD of at least ten replicates. Three independent experiments were 
performed. n.s. P > 0.05. *P < 0.05. **P < 0.01 (Student’s t-test of individual OE lines versus WT).
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sion was 20–57% lower in the CmCIPK23-OE lines than in the WT under nitrate treatment (Fig. 3A,B,D). By 
contrast, the expression of AtHRS1 showed a different trend (Fig. 3C). Its expression was also higher in response 
to nitrate in all genotypes, but it was 222–243% higher in the CmCIPK23-OE lines than in the WT under nitrate 
treatment (Fig. 3C). These results suggest that CmCIPK23 affects the expression of nitrate-responsive genes and 
may have an important role in nitrate signaling.

CmCIPK23 influences nitrate uptake in Arabidopsis roots.  Some nitrate regulators have been shown 
to affect nitrate accumulation in plant tissues29,36,51,52. To test the physiological effects of CmCIPK23, we measured 
the nitrate concentrations of seedling roots grown in the presence of 5 mM KNO3. Tissue nitrate concentrations 
were significantly lower in CmCIPK23-OE lines than in the WT (Fig. 4A). To test whether the reduced nitrate 
content was related to differences in nitrate absorption, we measured the nitrate content of seedlings grown in 
2.5 mM ammonium succinate for 7 days and subsequently exposed to 5 mM KNO3 for different durations or to 
various concentrations of KNO3 for 2 h. Again, we found that root nitrate concentration was significantly lower 
in the CmCIPK23-OE lines (Fig. 4B,C). These results may arise from inhibited nitrate uptake in CmCIPK23-
OE. We next performed a 15NO3

− uptake assay. WT and CmCIPK23-OE seedlings were grown in 5 mM KNO3 
medium for 7 days and then treated with 10 mM K15NO3 for 30 min. 15NO3

− uptake was significantly lower in 

Figure 3.   CmCIPK23 affects the expression of nitrate-responsive genes in Arabidopsis roots. The expression of 
AtNIA1 (A), AtNIR (B), AtHRS1 (C), and AtHHO1 (D) genes in the roots of the WT and CmCIPK23-OE lines. 
Seedlings were grown in solutions containing 2.5 mM ammonium succinate as the sole N source for 7 days, then 
treated with 5 mM KNO3 or 5 mM KCl (as a control) for 2 h. The relative expression levels of the four nitrate-
responsive genes were measured using qPCR. Each column represents the mean ± SD of six replicates. n.s. 
P > 0.05. *P < 0.05. **P < 0.01 (Student’s t-test of individual OE lines vs. WT).
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the CmCIPK23-OE lines compared with the WT (Fig. 4D). Taken together, these results suggest that CmCIPK23 
affects nitrate uptake at high external nitrate concentrations.

Previous research has shown that AtNRT2.1 encodes a nitrate transporter involved in nitrate uptake53–56 and 
root development57–59. We next measured AtNRT2.1 transcript levels after growing seedlings in modified MS 
solution containing 5 mM KNO3 for 7 days. qPCR analysis showed that the relative expression of AtNRT2.1 
was significantly lower in CmCIPK23-OE lines than in the WT (Fig. 4G), a result consistent with previous 
work on CIPK23 in Arabidopsis31. Given the documented role of AtNRT2.1 in nitrate signaling, our data imply 
that reduced AtNRT2.1 expression may contribute to lower nitrate uptake and impaired nitrate-mediated root 
development in CmCIPK23-OE lines.

Next, we measured NR activity and amino acid concentrations in seedling roots. Both were markedly lower 
in CmCIPK23-OE lines than in the WT (Fig. 4E,F). We also measured the expression of several important 
genes involved in nitrate assimilation (AtNIA1, AtNIA2, AtNIR, and AtGS2). The expression levels of AtNIA1, 
AtNIA2, and AtGS2 (GLUTAMINE SYNTHETASE 2) were much lower in CmCIPK23-OE roots than in WT 
roots (Fig. 4G), although the expression of AtNIR did not differ significantly between the OE lines and the WT 
(data not shown). Reduced NR activity in the CmCIPK23-OE lines may result from the lower expression levels 
of AtNIA1 and AtNIA2. Thus, CmCIPK23 may affect nitrate assimilation in roots. All these findings demonstrate 
that CmCIPK23 acts as an important regulator of nitrate uptake and assimilation in roots, controlling the nitrate 
content of roots by reducing nitrate absorption at high external nitrate concentrations.

CmCIPK23 interacts with CmTGA1.  Previous research has identified TGA1 as an important transcrip-
tion factor that regulates the nitrate response in Arabidopsis roots60. AtTGA1 has also been shown to interact 
directly with AtCIPK2361. We therefore investigated whether CmCIPK23 and CmTGA1 had a similar protein 
interaction using in  vivo bimolecular fluorescence complementation (BiFC) assays (Fig.  5A,B) and in  vitro 
His pull-down assays (Fig. 5C). In the BiFC assays, a direct interaction was observed between CmCIPK23 and 
CmTGA1 on the plasma membrane of N. benthamiana and onion epidermal cells when CmCIPK23-YFPN was 
co-expressed with CmTGA1-YFPC (Fig. 5A,B). In the pull-down assay, histidine (His)-tagged CmCIPK23 physi-
cally interacted with glutathione (GST)-tagged CmTGA1. GST-CmTGA1 was readily pulled down by cobalt 
affinity resin with His-CmCIPK23 and detected using an anti-GST antibody (Fig. 5C). These results confirm that 
CmCIPK23 interacts with CmTGA1.

Figure 4.   CmCIPK23 regulates nitrate uptake and assimilation in Arabidopsis roots. Seedlings of WT and 
CmCIPK23-OE lines were grown in modified MS solution containing 5 mM KNO3 as the sole N source for 
7 days. (A) The tissue nitrate concentrations of seedling roots. (B) The tissue nitrate concentrations of seedlings 
that were grown in nutrient solution with 2.5 mM ammonium succinate as the sole N source for 7 days, 
then moved to 5 mM KNO3 for the indicated time periods. (C) The tissue nitrate concentrations of seedlings 
that were grown in nutrient solution with 2.5 mM ammonium succinate as the sole N source for 7 days and 
then moved to various concentrations of KNO3 for 2 h. (D) 15NO3

− uptake in WT and CmCIPK23-OE lines. 
Seedlings were grown in modified MS solution for 7 days, then treated with 10 mM K15NO3 for 30 min. (E) 
Nitrate reductase activity in seedling roots. (F) Amino acid content in seedling roots. (G) The expression levels 
of nitrate transport and assimilation genes in seedling roots. Each bar represents the mean ± SD of six replicates. 
n.s. P > 0.05. *P < 0.05. **P < 0.01 (Student’s t-test of individual OE lines vs. WT).
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Discussion
NO3

− is the main N source for plants; it serves not only as a metabolic substrate for N assimilation but also as a 
signaling molecule that influences the expression of related genes to control plant growth and development43,46,62. 
The kinase CIPK23 controls the regulation of diverse root nutrient transporters63. Previous studies have shown 
that Arabidopsis CIPK23 is a central component of nitrate signaling pathways31,62 and inhibits ammonium 
transport33,64. Here, CmCIPK23 expression was rapidly upregulated by exogenous NO3

− and, to a lesser extent, 
by NH4

+, consistent with previous results (Fig. 1C). To explore the role of chrysanthemum CmCIPK23 in nitrate 
signaling, we generated three CmCIPK23 over-expressing Arabidopsis lines (Fig. 2A). The earliest stages of the 
PNR in higher plants include the induction of genes involved in nitrate assimilation, nitrate transport, and related 
processes65. The PNR is accompanied by changes in nitrate transport activity and remobilization and by modula-
tion of root growth66. Here, we found that the nitrate-induced transcript levels of the PNR genes AtNIA1, AtNIR, 
AtHHO1, and AtHRS1 differed significantly between the CmCIPK23-OE lines and the WT (Fig. 3). These results 
demonstrate that CmCIPK23 responds to nitrate and affects the primary nitrate response.

In Arabidopsis, the cipk23 mutant exhibited more extensive root development than the WT after 10 days 
of growth on medium containing 2 mM KNO3

33. Previous research demonstrated that CIPK23 affected root 
development under conditions of extreme nutrient stress. For example, root length was shorter in the cipk23 
mutant than in the WT under low K+ (micromolar range)67 and under high ammonium levels33. CIPK23 may also 
enhance stress tolerance to maintain normal root development. Here, we found that overexpression of CmCIPK23 
inhibited root development when seedlings were grown with KNO3 as the sole N source (Fig. 2, S2 and S3), and 
these results suggest that CmCIPK23 participates in nitrate-mediated root development in Arabidopsis.

We also observed reduced shoot development in the CmCIPK23-OE lines relative to the WT (Fig. 2B). 
In addition to reduced nitrate uptake and assimilation, decreased translocation of nitrate to the shoot may 
also underlie this difference in shoot growth. NRT1.1 is phosphorylated by CIPK23 in Arabidopsis31, but its 

Figure 5.   CmCIPK23 physically interacts with CmTGA1. CmCIPK23 interacted with CmTGA1 in BiFC assays. 
BiFC in N. benthamiana (A) and onion epidermal cells (B). The green signal is located in the plasma membrane. 
Scale bar = 50 μm. (C) His pull-down assay to verify the interaction between CmCIPK23 and CmTGA1 in vitro. 
The full-length western blot images are presented in Supplementary Fig. S4.
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documented role in NO3
− translocation from roots to shoots may involve its nonphosphorylated form68,69. It 

is therefore possible that CIPK23 overexpression increased the phosphorylation levels of NRT1.1, reducing its 
activity in nitrate translocation. In the future, it will be interesting to explore whether CmCIPK23 regulates the 
translocation of nitrate between plant tissues.

Nitrate content was much lower in CmCIPK23-OE roots than in the WT (Fig. 4A), similar to findings in an 
Arabidopsis AtCIPK23 overexpression line36. Nitrate uptake was also significantly lower in CmCIPK23-OE plants 
(Fig. 4B–D) at high external nitrate concentrations. Phosphorylation by AtCIPK23 has been shown to activate 
the nitrate-sensing function of NRT1.1 and switch it from a low-affinity to a high-affinity nitrate transporter35,70. 
Overexpression of CIPK23 may therefore promote NRT1.1 phosphorylation, enhancing its high-affinity nitrate 
transport activity even under sufficient nitrate supply and thereby reducing nitrate absorption36. In addition, 
the overexpression of CmCIPK23 at high external nitrate concentrations also inhibited the relative expression of 
AtNRT2.1 (Fig. 4G), which has a key role in the regulation of root high-affinity NO3

− uptake55,56. In recent years, 
numerous reports have focused on the function of NRT2.1 in nitrate uptake. The interaction of NRT2.1 with 
the NAR2 protein71 plays a major role in root nitrate uptake of many plants and has been studied extensively 
in wheat and the primary root of maize54,55,72–75. NRT2.1 is phosphorylated at multiple sites76–78, and it will be 
important to determine whether CIPK23 influences nitrate uptake through phosphorylation of NRT2.1. NRT2.1 
has also been shown to have a positive effect on root growth57,58, but recent research suggests that the positive 
influence of NRT2.1 on lateral root formation occurs only on medium with NO3

− as the sole N source59. A pos-
sible explanation for this result is that ammonium causes lateral root outgrowth by acidifying the root apoplast 
to increase the pH-dependent import of protonated auxin79. This may also counteract the strong inhibition 
of NRT2.1 expression by ammonium14,80, and negative effects of reduced NRT2.1 on lateral root development 
would therefore be counteracted by pH-driven auxin transport59. In the present study, we observed that impaired 
root development in CmCIPK23-OE lines occurred only on medium with NO3

− as the sole N source (Fig. 2 and 
S2). Also, AtNRT2.1 expression was downregulated in CmCIPK23-OE lines only when grown on medium with 
NO3

− as the sole N source (Fig. 4G). Our results confirm that CmCIPK23 overexpression affects nitrate-mediated 
root development and nitrate uptake, but the presence of additional N forms may create a more complex scenario.

The assimilatory nitrate reduction pathway is a very significant physiological process, as it is one of the main 
routes by which inorganic nitrogen is assimilated into carbon skeletons to regulate the growth and development 
of higher plants81. Here, NR activity and amino acid content were also lower in CmCIPK23-OE roots relative to 
the WT (Fig. 4E,F). We found that the expression levels of AtNIA1, AtNIA2, and AtGS2 were downregulated in 
CmCIPK23-OE roots compared with the WT (Fig. 4G), and this probably contributed to observed reductions 
in nitrate assimilation. Based on previous results, we infer that CmCIPK23 affects nitrate assimilation in roots.

TGA1, a basic region/leucine zipper motif (bZIP) family transcription factor, has been identified as an 
important regulator of the nitrate response in Arabidopsis roots60. The tga1/tga4 double mutant shows impaired 
responses to NO3

− treatment, including modulation of primary root length and lateral root density60. TGA1 has 
been shown to bind to the NRT2.1 and NRT2.2 promoters in chromatin immunoprecipitation (ChIP) assays, 
thereby controlling the expression of these two high-affinity nitrate transporter genes. In this study, we found 
that CmCIPK23 interacted with CmTGA1 (Fig. 5), and the expression of AtNRT2.1 was significantly lower 
in CmCIPK23-OE lines than in the WT (Fig. 4G). These results indicate that CmTGA1 is a putative partner 
of CmCIPK23 in the regulation of nitrate responses. In addition, NO3

−-induced expression of TGA1 is also 
dependent on phospholipase C (PLC)-calcium signaling downstream of AtNRT1.182. Considering the interac-
tion of CIPK23 and NRT1.131,70, the TGA1–CIPK23 interaction demonstrated here suggests that NO3

−-mediated 
activation of CmTGA1 may occur in an AtNRT1.1-dependent manner61.

Chrysanthemum morifolium is a commercially important ornamental species that requires sufficient nitrogen 
fertilizer to promote vegetative growth17,83. Chrysanthemum morifolium culture demands a strong root system 
with highly efficient N uptake. Nonetheless, the response of nitrate regulatory genes to nitrate signaling in chry-
santhemum has not been fully investigated. Here, we found that CmCIPK23 expression responds to nitrate and 
that the CmCIPK23 protein is localized in the cytosol. CmCIPK23 overexpression in Arabidopsis roots reduced 
nitrate uptake, and this reduced uptake contributed to lower tissue nitrate concentrations despite high external 
nitrate supply. CmCIPK23 was also shown to interact physically with the transcription factor CmTGA1, whose 
Arabidopsis homolog regulates the nitrate response. These results strongly suggest that CmCIPK23 is an important 
regulator of the nitrate response. These new insights into the functions of CmCIPK23 in nitrate signaling are just 
the beginning of unraveling the nitrate signaling network in chrysanthemum, but they have implications for 
the breeding of strongly rooted, nitrate-efficient chrysanthemum varieties. It will be interesting to investigate 
the functions and mechanisms by which CIPK23 and its putative partner TGA1 participate in nitrate signaling.

Materials and methods
Growth and treatment of plant materials.  Chrysanthemum morifolium ‘Jinba’ cuttings from Prof. Jun-
ping Gao (China Agricultural University, China), approximately 10 cm in height, were cultivated in a 1:1 mixture 
of perlite and vermiculite under a 16-h photoperiod (∼ 100 μmol/m2/s) at 22 ± 1 °C17. After 20 days, we selected 
rooted cuttings with similar heights and diameters and exposed them to sterile water for 3 days as an N starva-
tion treatment. The N-starved seedlings were then divided into three groups of 15 seedlings each and exposed to 
improved Hoagland’s nutrient solution that contained either 5 mM KNO3, 5 mM NH4Cl, or 5 mM KCl for 3 h. 
The improved Hoagland’s nutrient solution has been described in a previous paper61. The roots of the treated 
seedlings were collected and stored in an ultra-low temperature freezer (− 80 °C) for use in qPCR.

Arabidopsis experiments were performed with the Arabidopsis thaliana ecotype ‘Columbia’ from Prof. Yujin 
Hao (Shandong Agricultural University, China). Seeds were sterilized by soaking in rubbing alcohol (75% alcohol 
by volume) for 5 min and in 2.5% sodium hypochlorite for 10 min. The seeds were then rinsed and vernalized 



9

Vol.:(0123456789)

Scientific Reports |         (2022) 12:1018  | https://doi.org/10.1038/s41598-021-04758-8

www.nature.com/scientificreports/

at 4 °C for 3 days. Seeds were plated on modified MS solid medium (Coolaber, China) containing 0.5% (w/v) 
sucrose, 1% (w/v) agar, and 0.25 mM or 5 mM KNO3 as the sole N source. Approximately ten seeds were placed 
on each plate, and there were ten plates per treatment. Seeds were germinated at 22 ± 1 °C under a 16-h light/8-h 
dark photoperiod. After 10 days of vertical cultivation, we observed the root developmental phenotypes of the 
WT and CmCIPK23-OE plants (see below).

Seeds of WT and CmCIPK23-OE13/16/17 lines were germinated on modified MS medium containing 5 mM 
KNO3 as the sole N source. Hypocotyls were removed from 5-days-old seedlings, the seedlings were grown verti-
cally in the dark for 7 days, and their adventitious root development phenotype was then observed.

For gene expression profiling, we cultivated seedlings in six-well plates with 35–40 seeds per well; each plate 
contained a line. CmCIPK23-OE seedlings were grown in ammonium succinate solution that contained modified 
MS, 0.5% (w/v) sucrose, and 2.5 mM ammonium succinate as the sole N source for 7 days. They were then treated 
with 5 mM KNO3 or 5 mM KCl for 2 h, and the transcript levels of nitrate regulatory genes were measured by 
qPCR (see below). Seedlings were also harvested from plants grown on modified MS medium with 5 mM KNO3 
for 7 days and used to measure aspects of nitrogen metabolism and the expression levels of nitrate-related genes.

RNA extraction and cloning of CmCIPK23.  We extracted total RNA from roots of chrysanthemum 
‘Jinba’ using the TRIzon reagent (CWBIO, China). The purified RNA was converted to RACE-ready cDNA 
using the SMARTer RACE 5′/3′ Kit (Clontech, USA). The full length of CmCIPK23 cDNA was amplified with 
the GSP3′ and GSP5′-1/2 RACE primers and Super-Fidelity DNA Polymerase (Vazyme, China). The targeted 
PCR product was cloned into a pEASY cloning vector (TransGen, China) for sequencing analysis. All primer 
sequences are shown in Table S1.

For phylogenetic analysis, we used DNAMAN (https://​www.​lynnon.​com) to construct a multiple alignment 
of CmCIPK23 and CIPK23/CIPK23-like protein sequences from other species. We used the protein sequences 
of CmCIPK23 and CIPK family members from Arabidopsis to construct a neighbor-joining phylogenetic tree 
in MEGA784.

Subcellular localization and BiFC assays.  For subcellular localization of CmCIPK23, the coding region 
of CmCIPK23 was amplified using CIPK23-1258-F and CIPK23-1258-R primers (Table S1) and then joined to 
the 1258-35S vector. The 35S:CmCIPK23-GFP recombinant plasmid was transiently transformed into Nicotiana 
benthamiana epidermal cells, and GFP fluorescence was observed using a confocal microscope (Zeiss LSM880 
Airyscan, Jena, Germany).

For the BiFC assay, the ORFs of CmCIPK23 and CmTGA1 were cloned into the pSPYNE-35S (YFP N-terminal 
portion) and pSPYCE-35S (YFP C-terminal portion) vectors, respectively. These constructs were co-transfected 
into N. benthamiana and onion epidermal cells, and the empty vectors YFP N and YFP C were used as nega-
tive controls. The fluorescence signal was observed using a confocal microscope (Zeiss LSM880 Airyscan, Jena, 
Germany).

Generation of transgenic Arabidopsis lines overexpressing CmCIPK23.  Chrysanthemum currently 
exhibits very low transformation efficiency, and we therefore made preliminary investigations of CmCIPK23 
function in Arabidopsis, recognizing that its behavior in Arabidopsis may not precisely mimic its behavior in 
chrysanthemum. We transformed the 35S:CmCIPK23 recombinant plasmid into the Arabidopsis ecotype 
Columbia by the floral dip method using Agrobacterium strain GV310185. Seedlings carrying the transgene in 
the homozygous state were identified after culturing the plants on MS medium containing 30 mg L−1 hygromycin 
for two generations. qPCR was used to measure the transcript level of CmCIPK23, and homozygous transgenic 
seeds were used for subsequent experiments. qPCR primer sequences are provided in Table S1.

His pull‑down assay.  The ORFs of CmCIPK23 and CmTGA1 were cloned into the pET-28a and pGEX-6P-1 
vectors, which contained a histidine (His) tag or glutathione S-transferase (GST) sequence, respectively. The 
recombinant plasmids were separately transformed into Escherichia coli strain Rosetta (DE3) or BL21 (DE3). 
The immobilization of the bait protein (His-CmCIPK23), the capture of the prey protein (GST-CmTGA1), and 
the bait-prey elution were performed using a His Pull-Down Kit (Thermo Fisher, USA). The prepared eluent 
was separated using 12% SDS–PAGE, transferred to polyvinylidene fluoride (PVDF) membranes (Millipore, 
Billerica, MA, USA), and probed with anti-GST antibody (Sigma-Aldrich, Merck KGaA, Darmstadt, Germany).

Nitrogen measurements and nitrate reductase assay.  Plant nitrate content was measured using the 
salicylic acid method as described previously29. Nitrate reductase activity was measured by the sulfanilamide 
colorimetric method86. In brief, samples (< 0.1 g) were milled into a powder and combined with 1 mL extrac-
tion buffer (pH 7.5) (25 mL 0.1 M phosphate buffer, 0.061 g cysteine, 0.186 g EDTA-2Na, 75 mL water), then 
centrifuged at 4 °C and 4000 g for 5 min. The supernatant (100 µL) was combined with 375 µL KNO3/0.1 M 
phosphate buffer (1/100, w/v) and 125 µL NADH/0.1 M phosphate buffer (0.002/1, w/v) in a glass test tube and 
incubated at 25 °C for 30 min in the dark. Two hundred fifty microliters of sulfanilic acid (1/100, w/v) and 250 µL 
α-naphthylamine (0.2/100, w/v) were added to the tube. The absorbance was measured at 540 nm and compared 
with that of a blank reference, and the nitrate reductase activity in the sample was calculated (UV-5200 spectro-
photometer, METASH).

Amino acid content in plant tissue was measured by ninhydrin colorimetric analysis87. Samples (< 0.1 g) were 
milled into a powder and combined with 1 mL 10% acetic acid. After centrifuging at 13,000 rpm for 5 min, the 
supernatant was combined with 9 mL 0.2 M sodium acetate buffer (pH 5.4) and boiled for 15 min for amino 
acid extraction. One milliliter of extracted amino acids, 1 mL 0.2 M acetic acid buffer (pH 5.4), 3 mL ninhydrin 

https://www.lynnon.com
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solution, and 0.1 mL 0.3% ascorbic acid were combined in a tube, boiled at 100 °C for 15 min, and then combined 
with 4.9 mL 0.2 M acetic acid buffer (pH 5.4). The absorbance was measured at 570 nm and compared with that 
of a blank reference, and the amino acid content in the sample was calculated.

Analysis of nitrate uptake using 15NO3
−.  15NO3

− uptake was measured as described by Wang and 
Tsay52,88. We cultivated seedlings in six-well plates with 35–40 seeds per well; each plate contained a line. 
CmCIPK23-OE seedlings were grown in 5 mM KNO3 solution that contained modified MS, 0.5% (w/v) sucrose, 
and 5 mM KNO3 as the sole N source for 7 days. They were then treated with 10 mM K15NO3 (98% atom 15 N, 
Sigma, USA) for 30 min and washed in 0.1 mM CaSO4 for 1 min. The seedlings were dried at 80 °C for 2 days. 
15N content was analyzed on a stable isotope ratio mass spectrometer (Elementar, ISOprime 100, UK).

Real‑time PCR analysis.  Total RNA was purified as described above, and first-strand cDNA was synthe-
sized using the HiFiScript gDNA Removal cDNA Synthesis Kit (CWBio, China). Real time qPCR assays were 
performed using ChamQ Universal SYBR qPCR Master Mix (Vazyme, China) on the LightCycler 480 II instru-
ment (Roche, USA). Relative gene expression was calculated by the 2−∆∆Ct method using CmUbi as the internal 
reference gene. The thermal cycler program consisted of 95 °C for 8 min and 40 cycles of 95 °C for 15 s and 60 °C 
for 1 min. The primers used in the qPCR reactions are provided in Table S1.

Statistical analyses.  All data are presented as mean ± standard deviation (SD), and unless otherwise speci-
fied, differences between treatments or genotypes were assessed using Student’s t-test (P < 0.05) performed with 
SPSS 22.0 software (IBM Corp., Armonk, NY, USA).

Permission statement for plant materials.  All required approvals for the collection of plant or seed 
specimens were obtained for this study, which complied with relevant institutional, national, and international 
guidelines and legislation.

Data availability
The data produced in this research may be obtained from the corresponding authors upon reasonable request.

Received: 8 June 2021; Accepted: 30 December 2021

References
	 1.	 Davidson, et al. Recuperation of nitrogen cycling in Amazonian forests following agricultural abandonment. Nature 447, 995–998 

(2007).
	 2.	 Christophe, S. et al. Plant N fluxes and modulation by nitrogen, heat and water stresses: A review based on comparison of legumes 

and non legume plants. In Abiotic Stress in Plants—Mechanisms and Adaptations (ed. Shanker, A.) 79–118 (InTech, 2011).
	 3.	 Crawford, N. M. & Forde, B. G. Molecular and developmental biology of inorganic nitrogen nutrition. Arabidopsis Book 1, e0011 

(2002).
	 4.	 Liu, X. Y. et al. Nitrate is an important nitrogen source for Arctic tundra plants. Proc. Natl. Acad. Sci. U.S.A. 115, 3398–3403 (2018).
	 5.	 Krapp, A. et al. Nitrate transport and signalling in Arabidopsis. J. Exp. Bot. 65, 789–798 (2014).
	 6.	 Miller, A. J., Fan, X., Orsel, M., Smith, S. J. & Wells, D. M. Nitrate transport and signalling. J. Exp. Bot. 58, 2297–2306 (2007).
	 7.	 Crawford, N. M. & Glass, A. D. M. Molecular and physiological aspects of nitrate uptake in plants. Trends Plant Sci. 3, 389–395 

(1998).
	 8.	 Flores, E., Frías, J. E., Rubio, L. M. & Herrero, A. Photosynthetic nitrate assimilation in cyanobacteriaw. Photosynth. Res. 83, 117–133 

(2005).
	 9.	 O’Brien, J. et al. Nitrate transport, sensing, and responses in plants. Mol. Plant 9, 837–856 (2016).
	10.	 Zhang, H. & Forde, B. G. An Arabidopsis MADS box gene that controls nutrient-induced changes in root architecture. Science 279, 

407–409 (1998).
	11.	 Zhang, H. & Barlow, P. W. Dual pathways for regulation of root branching by nitrate. Proc. Natl. Acad. Sci. 96, 6529–6534 (1999).
	12.	 Sun, C. H., Yu, J. Q. & Hu, D. G. Nitrate: A crucial signal during lateral roots development. Front. Plant Sci. 8, 485 (2017).
	13.	 Meng, F., Xiang, D., Zhu, J., Li, Y. & Mao, C. Molecular mechanisms of root development in rice. Rice 12, 1 (2019).
	14.	 Bouguyon, E., Brun, F., Meynard, D., Kube, M. & Gojon, A. Multiple mechanisms of nitrate sensing by Arabidopsis nitrate tran-

sceptor NRT1.1. Nat. Plants 1, 15015 (2015).
	15.	 Cuesta, et al. Nitrate controls root development through posttranscriptional regulation of the NRT1.1/NPF6.3 transporter/sensor. 

Plant Physiol. 172, 1237–1248 (2016).
	16.	 Fredes, I., Moreno, S., Díaz, F. P. & Gutiérrez, R. A. Nitrate signaling and the control of Arabidopsis growth and development. 

Curr. Opin. Plant Biol. 47, 112–118 (2019).
	17.	 Sun, C. H. et al. Chrysanthemum MADS-box transcription factor CmANR1 modulates lateral root development via homo-/

heterodimerization to influence auxin accumulation in Arabidopsis. Plant Sci. 266, 27–36 (2017).
	18.	 Shi, J., Kim, K. N., Ritz, O., Albrecht, V. & Kudla, J. Novel protein kinases associated with calcineurin B–like calcium sensors in 

Arabidopsis. Plant Cell 11, 2393–2405 (1999).
	19.	 Yu, Y., Xia, X., Yin, W. & Zhang, H. Comparative genomic analysis of CIPK gene family in Arabidopsis and Populus. Plant Growth 

Regul. 52, 101–110 (2007).
	20.	 Ye, C. Y., Xia, X. & Yin, W. Evolutionary analysis of CBL-interacting protein kinase gene family in plants. Plant Growth Regul. 71, 

49–56 (2013).
	21.	 Yasuda, S., Aoyama, S., Hasegawa, Y., Sato, T. & Yamaguchi, J. Arabidopsis CBL-interacting protein kinases regulate carbon/

nitrogen-nutrient response by phosphorylating ubiquitin ligase ATL31. Mol. Plant Engl. Ed. 4, 605–618 (2017).
	22.	 Batistic, O. & Kudla, J. Integration and channeling of calcium signaling through the CBL calcium sensor/CIPK protein kinase 

network. Planta 219, 915–924 (2004).
	23.	 Li, R., Zhang, J., Wei, J., Wang, H. & Ma, R. Functions and mechanisms of the CBL–CIPK signaling system in plant response to 

abiotic stress. Prog. Nat. Sci. 19, 667–676 (2009).
	24.	 Bailey-Serres, J. & Voesenek, L. A. Life in the balance: A signaling network controlling survival of flooding. Curr. Opin. Plant Biol. 

13, 489–494 (2010).



11

Vol.:(0123456789)

Scientific Reports |         (2022) 12:1018  | https://doi.org/10.1038/s41598-021-04758-8

www.nature.com/scientificreports/

	25.	 Yu, Q., An, L. & Li, W. The CBL-CIPK network mediates different signaling pathways in plants. Plant Cell Rep. 33, 203–214 (2014).
	26.	 Tang, R. J. et al. Tonoplast CBL–CIPK calcium signaling network regulates magnesium homeostasis in Arabidopsis. Proc. Natl. 

Acad. Sci. U.S.A. 112, 3134–3139 (2015).
	27.	 Tian, Q., Zhang, X., Yang, A., Wang, T. & Zhang, W. H. CIPK23 is involved in iron acquisition of Arabidopsis by affecting ferric 

chelate reductase activity. Plant Sci. 246, 70–79 (2016).
	28.	 Hu, H. C., Wang, Y. Y. & Tsay, Y. F. AtCIPK8, a CBL-interacting protein kinase, regulates the low-affinity phase of the primary 

nitrate response. Plant J. 57, 264–278 (2009).
	29.	 Xu, N., Wang, R., Zhao, L., Zhang, C. & Wang, Y. The Arabidopsis NRG2 protein mediates nitrate signaling and interacts with and 

regulates key nitrate regulators. Plant Cell 28, 485–504 (2016).
	30.	 Tang, R. J., Zhao, F. G., Yang, Y., Wang, C. & Luan, S. A calcium signalling network activates vacuolar K+ remobilization to enable 

plant adaptation to low-K environments. Nat. Plants 6, 1 (2020).
	31.	 Ho, C. H., Lin, S. H., Hu, H. C. & Tsay, Y. F. CHL1 functions as a nitrate sensor in plants. Cell 138, 1184–1194 (2009).
	32.	 Ragel, P. et al. The CBL-interacting protein kinase CIPK23 regulates HAK5-mediated high-affinity K+ uptake in Arabidopsis roots. 

Plant Physiol. 169, 2863–2873 (2015).
	33.	 Straub, T., Ludewig, U. & Neuhaeuser, B. The kinase CIPK23 inhibits ammonium transport in Arabidopsis thaliana. Plant Cell 29, 

409–422 (2017).
	34.	 Dubeaux, G., Neveu, J., Zelazny, E. & Vert, G. Metal sensing by the IRT1 transporter–receptor orchestrates its own degradation 

and plant metal nutrition. Mol. Cell 69, 953–964 (2018).
	35.	 Vert, G. & Chory, J. A toggle switch in plant nitrate uptake. Cell 138, 1064–1066 (2009).
	36.	 Wang, C. et al. FIP1 plays an important role in nitrate signaling and regulates CIPK8 and CIPK23 expression in Arabidopsis. Front. 

Plant Sci. 9, 593 (2018).
	37.	 Desnos, T. Root branching responses to phosphate and nitrate. Curr. Opin. Plant Biol. 11, 82–87 (2008).
	38.	 Alvarez, J. M., Vidal, E. A. & Gutiérrez, R. Integration of local and systemic signaling pathways for plant N responses. Curr. Opin. 

Plant Biol. 15, 185–191 (2012).
	39.	 Forde, B. G. Nitrogen signalling pathways shaping root system architecture: an update. Curr. Opin. Plant Biol. 21, 30–36 (2014).
	40.	 Anna, M. & Gabriel, K. The primary nitrate response: A multifaceted signalling pathway. J. Exp. Bot. 65, 5567–5576 (2014).
	41.	 Fan, H. M. et al. CmTCP20 plays a key role in nitrate and auxin signaling-regulated lateral root development in chrysanthemum. 

Plant Cell Physiol. 60, 1581–1594 (2019).
	42.	 Gu, C. S. et al. Chrysanthemum CmNAR2 interacts with CmNRT2 in the control of nitrate uptake. Sci. Rep. 4, 5833 (2014).
	43.	 Chen, C., Zhang, Z., Xu, X., Tang, Q. & Zheng, C. CmCLCa plays a key role in the storage of nitrate in chrysanthemum leaf vacuoles. 

J. Plant Growth Regul. 40, 215–225 (2020).
	44.	 Xu, Y. et al. Transcriptome sequencing and whole genome expression profiling of chrysanthemum under dehydration stress. BMC 

Genom. 14, 662–662 (2013).
	45.	 Guan, P., Wang, R., Nacry, P., Breton, G. & Crawford, N. M. Nitrate foraging by Arabidopsis roots is mediated by the transcription 

factor TCP20 through the systemic signaling pathway. Proc. Natl. Acad. Sci. U.S.A. 111, 15267–15272 (2014).
	46.	 Scheible, W. R. et al. Genome-wide reprogramming of primary and secondary metabolism, protein synthesis, cellular growth 

processes, and the regulatory infrastructure of Arabidopsis in response to nitrogen. Plant Physiol. 136, 2483–2499 (2004).
	47.	 Stitt, M. Nitrate regulation of metabolism and growth. Curr. Opin. Plant Biol. 2, 178–186 (1999).
	48.	 Wang, R. C., Xing, X. J. & Crawford, N. Nitrite acts as a transcriptome signal at micromolar concentrations in Arabidopsis roots. 

Plant Physiol. 145, 1735–1745 (2007).
	49.	 Kiba, T. et al. Repression of nitrogen-starvation responses by members of the Arabidopsis GARP-type transcription factor NIGT1/

HRS1 subfamily. Plant Cell 30, 925–945 (2018).
	50.	 Medici, A. et al. AtNIGT1/HRS1 integrates nitrate and phosphate signals at the Arabidopsis root tip. Nat. Commun. 6, 6274–6274 

(2015).
	51.	 Wang, R., Xing, X., Wang, Y., Tran, A. & Crawford, N. M. A genetic screen for nitrate regulatory mutants captures the nitrate 

transporter gene NRT1.1. Plant Physiol. 151, 472–478 (2009).
	52.	 Li, Z. et al. The Arabidopsis CPSF30-L gene plays an essential role in nitrate signaling and regulates the nitrate transceptor gene 

NRT1.1. New Phytol. 216, 1205–1222 (2017).
	53.	 Nazoa, P. et al. Regulation of the nitrate transporter gene AtNRT2.1 in Arabidopsis thaliana: Responses to nitrate, amino acids and 

developmental stage. Plant Mol. Biol. 52, 689–703 (2003).
	54.	 Taulemesse, F., Le, G. J., Gouache, D., Gibon, Y. & Allard, V. Post-flowering nitrate uptake in wheat is controlled by n status at 

flowering, with a putative major role of root nitrate transporter NRT2.1. PLoS ONE 10, e0120291 (2015).
	55.	 Wirth, J. et al. Regulation of root nitrate uptake at the NRT2.1 protein level in Arabidopsis thaliana. J. Biol. Chem. 282, 23541–23552 

(2007).
	56.	 Laugier, E. et al. Regulation of high-affinity nitrate uptake in roots of Arabidopsis depends predominantly on posttranscriptional 

control of the NRT2.1/NAR2.1 transport system. Plant Physiol. 158, 1067–1078 (2012).
	57.	 Little, D. et al. The putative high-affinity nitrate transporter NRT2.1 represses lateral root initiation in response to nutritional cues. 

Proc. Natl. Acad. Sci. 102, 13693–13698 (2005).
	58.	 Remans, T. et al. A central role for the nitrate transporter NRT2.1 in the integrated morphological and physiological responses of 

the root system to nitrogen limitation in Arabidopsis. Plant Physiol. 140, 909–921 (2006).
	59.	 Gelderen, K. V., Kang, C. K., Li, P. & Pierik, R. Regulation of lateral root development by shoot-sensed far-red light via HY5 is 

nitrate-dependent and involves the NRT2.1 nitrate transporter. Front. Plant Sci. 12, 660870 (2021).
	60.	 Alvarez, J. M., Riveras, E., Vidal, E. A., Gras, D. E. & Gutiérrez, R. A. Systems approach identifies TGA1 and TGA4 transcription 

factors as important regulatory components of the nitrate response of Arabidopsis thaliana roots. Plant J. Cell Mol. Biol. 80, 1–13 
(2015).

	61.	 Yazaki, J., Galli, M., Kim, A. Y., Nito, K. & Ecker, J. R. Mapping transcription factor interactome networks using HaloTag protein 
arrays. PNAS 113, E4238–E4247 (2016).

	62.	 Krouk, G., Crawford, N. M., Coruzzi, G. M. & Tsay, Y. F. Nitrate signaling: Adaptation to fluctuating environments. Curr. Opin. 
Plant Biol. 13, 265–272 (2010).

	63.	 Reyes, R. & Vert, G. Regulation of root nutrient transporters by CIPK23: “One kinase to rule them all”. Plant Cell Physiol. 62, 
553–563 (2020).

	64.	 Wang, Y., Chen, Y.-F. & Wu, W.-H. Potassium and phosphorus transport and signaling in plants. J. Integr. Plant Biol. 63, 34–52 
(2021).

	65.	 Redinbaugh, M. G. & Campbell, W. H. Higher plant responses to environmental nitrate. Physiol. Plant. 82, 640–650 (2010).
	66.	 Guan, P. et al. Interacting TCP and NLP transcription factors control plant responses to nitrate availability. Proc. Natl. Acad. Sci. 

U.S.A. 114, 2419–2424 (2017).
	67.	 Yong, H. C. et al. Two calcineurin B-like calcium sensors, interacting with protein kinase CIPK23, regulate leaf transpiration and 

root potassium uptake in Arabidopsis. Plant J. 52, 223–239 (2010).
	68.	 Lin, S. H. et al. Mutation of the Arabidopsis NRT1.5 nitrate transporter causes defective root-to-shoot nitrate transport. Plant Cell 

20, 2514–2528 (2008).



12

Vol:.(1234567890)

Scientific Reports |         (2022) 12:1018  | https://doi.org/10.1038/s41598-021-04758-8

www.nature.com/scientificreports/

	69.	 Léran, S. et al. Arabidopsis NRT1.1 is a bidirectional transporter involved in root-to-shoot nitrate translocation. Mol. Plant 6, 
1984–1987 (2013).

	70.	 Jacquot, A., Li, Z., Gojon, A., Schulze, W. & Lejay, L. Post-translational regulation of nitrogen transporters in plants and microor-
ganisms. J. Exp. Bot. 68, 2567–2580 (2017).

	71.	 Orsel, M. et al. Characterization of a two-component high-affinity nitrate uptake system in Arabidopsis. Physiology and protein–
protein interaction. Plant Physiol. 142, 1304–1317 (2006).

	72.	 Tong, Y., Zhou, J. J., Li, Z. & Miller, A. J. A two-component high-affinity nitrate uptake system in barley. Plant J. 41, 442–450 (2005).
	73.	 Sorgona, A. et al. Nitrate uptake along the maize primary root: An integrated physiological and molecular approach. Plant Cell 

Environ. 34, 1127–1140 (2011).
	74.	 Yan, M. et al. Rice OsNAR2.1 interacts with OsNRT2.1, OsNRT2.2 and OsNRT2.3a nitrate transporters to provide uptake over 

high and low concentration ranges. Plant Cell Environ. 34, 1360–1372 (2011).
	75.	 Lupini, A. et al. NAR2.1/NRT2.1 functional interaction with NO3

− and H+ fluxes in high-affinity nitrate transport in maize root 
regions. Plant Physiol. Biochem. 102, 107–114 (2016).

	76.	 Engelsberger, W. R. & Schulze, W. X. Nitrate and ammonium lead to distinct global dynamic phosphorylation patterns when 
resupplied to nitrogen-starved Arabidopsis seedlings. Plant J. 69, 978–995 (2012).

	77.	 Menz, J., Li, Z., Schulze, W. X. & Ludewig, U. Early nitrogen-deprivation responses in Arabidopsis roots reveal distinct differences 
on transcriptome and (phospho-) proteome levels between nitrate and ammonium nutrition. Plant J. 88, 717–734 (2016).

	78.	 Jacquot, A. et al. NRT2.1 C-terminus phosphorylation prevents root high affinity nitrate uptake activity in Arabidopsis thaliana. 
New Phytol. 228, 1038–1054 (2020).

	79.	 Meier, M., Liu, Y., Lay-Pruitt, K. S., Takahashi, H. & Wirén, N. Auxin-mediated root branching is determined by the form of avail-
able nitrogen. Nat. Plants 6, 1136–1145 (2020).

	80.	 Muños, S. et al. Transcript profiling in the chl1-5 mutant of arabidopsis reveals a role of the nitrate transporter NRT1.1 in the 
regulation of another nitrate transporter, NRT2.1. Plant Cell 16, 2433–2447 (2004).

	81.	 Ali, A. Nitrate assimilation pathway in higher plants: Critical role in nitrogen signalling and utilization. Plant Sci. Today 7, 182–192 
(2020).

	82.	 Riveras, E. et al. The calcium ion is a second messenger in the nitrate signaling pathway of Arabidopsis. Plant Physiol. 169, 
1397–1404 (2015).

	83.	 Jiang, B. B., Fang, W. M., Chen, F. D. & Gu, J. J. Effects of N, P and K ratio on the growth and development of cut chrysanthemum 
“Jinba”. J. Zhejiang For. Coll. 25, 692–697 (2008).

	84.	 Sudhir, K., Glen, S. & Koichiro, T. MEGA7: Molecular evolutionary genetics analysis version 7.0 for bigger datasets. Mol. Biol. 
Evol. 33, 1870–1874 (2016).

	85.	 Clough, S. J. & Bent, A. F. Floral dip: A simplified method for Agrobacterium-mediated transformation of Arabidopsis thaliana. 
Plant J. 16, 735–743 (1998).

	86.	 Ferrario-Mery, S., Valadier, M. H. & Foyer, C. H. Overexpression of nitrate reductase in tobacco delays drought-induced decreases 
in nitrate reductase activity and mRNA. Plant Physiol. 117, 721–721 (1998).

	87.	 Rosen, H. A modified ninhydrin colorimetric analysis for amino acids. Arch. Biochem. Biophys. 67, 10–15 (1957).
	88.	 Wang, Y. Y. & Tsay, Y. F. Arabidopsis nitrate transporter NRT1.9 is important in phloem nitrate transport. Plant Cell 23, 1945–1957 

(2011).

Acknowledgements
The authors gratefully acknowledge Prof. Yong Wang (Shandong Agricultural University) and Dr. Jingxuan Liu 
(Hong Kong University) for their advice, technical guidance, and support of this research and Prof. Yujin Hao 
and Zhonghai Ren (Shandong Agricultural University) for providing the vectors and Arabidopsis seeds. This 
work was supported by the National Key Scientific Research Project of China (No. 2019YFD1001505) and the 
Tai’an Science and Technology Project (No. 2019TALZ005).

Author contributions
B.L. conceived the study, performed most experiments and data analysis, and wrote the original draft. H.F. and 
C.S. provided suggestions on study ideas and experimental techniques and proofread the manuscript. M.Y. and 
X.G. performed RNA and DNA extractions. X.D., R.M., and N.Y. performed plant material cultivation and 
treatments. X.S. and C.Z. conceived the study, revised the draft, and provided resources. All authors reviewed 
the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https://​doi.​org/​
10.​1038/​s41598-​021-​04758-8.

Correspondence and requests for materials should be addressed to X.S. or C.Z.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

https://doi.org/10.1038/s41598-021-04758-8
https://doi.org/10.1038/s41598-021-04758-8
www.nature.com/reprints


13

Vol.:(0123456789)

Scientific Reports |         (2022) 12:1018  | https://doi.org/10.1038/s41598-021-04758-8

www.nature.com/scientificreports/

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://​creat​iveco​mmons.​org/​licen​ses/​by/4.​0/.

© The Author(s) 2022

http://creativecommons.org/licenses/by/4.0/

	New insights into the role of chrysanthemum calcineurin B–like interacting protein kinase CmCIPK23 in nitrate signaling in Arabidopsis roots
	Results
	CmCIPK23 responds to nitrate. 
	CmCIPK23 inhibits nitrate-mediated root development when overexpressed in Arabidopsis. 
	CmCIPK23 affects the expression of nitrate-responsive genes in Arabidopsis roots. 
	CmCIPK23 influences nitrate uptake in Arabidopsis roots. 
	CmCIPK23 interacts with CmTGA1. 

	Discussion
	Materials and methods
	Growth and treatment of plant materials. 
	RNA extraction and cloning of CmCIPK23. 
	Subcellular localization and BiFC assays. 
	Generation of transgenic Arabidopsis lines overexpressing CmCIPK23. 
	His pull-down assay. 
	Nitrogen measurements and nitrate reductase assay. 
	Analysis of nitrate uptake using 15NO3−. 
	Real-time PCR analysis. 
	Statistical analyses. 
	Permission statement for plant materials. 

	References
	Acknowledgements


