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Abstract: Plant secondary metabolism is complex in its diverse chemical composition and dynamic
regulation of biosynthesis. How the functional diversification of enzymes contributes to the diversity
is largely unknown. In the flavonoids pathway, dihydroflavonol 4-reductase (DFR) is a key enzyme
mediating dihydroflavanol into anthocyanins biosynthesis. Here, the DFR homolog was identified
from Camellia nitidissima Chi. (CnDFR) which is a unique species of the genus Camellia with golden
yellow petals. Sequence analysis showed that CnDFR possessed not only conserved catalytic domains,
but also some amino acids peculiar to Camellia species. Gene expression analysis revealed that
CnDFR was expressed in all tissues and the expression of CnDFR was positively correlated with
polyphenols but negatively with yellow coloration. The subcellular localization of CnDFR by
the tobacco infiltration assay showed a likely dual localization in the nucleus and cell membrane.
Furthermore, overexpression transgenic lines were generated in tobacco to understand the molecular
function of CnDFR. The analyses of metabolites suggested that ectopic expression of CnDFR enhanced
the biosynthesis of polyphenols, while no accumulation of anthocyanins was detected. These results
indicate a functional diversification of the reductase activities in Camellia plants and provide molecular
insights into the regulation of floral color.

Keywords: floral pigmentation; dihydroflavonol 4-reduetase; Camellia nitidissima Chi.; polyphenols;
anthocyanins

1. Introduction

Plants produce multifarious secondary metabolites that play pivotal roles in various aspects
related to development, growth and survival. Flavonoids (including polyphenolic compounds) are a
major class of secondary metabolites that are produced in diverse plant lineages; they play an important
role in the coloration and resistance of plants [1-3]. Many specific chemicals of flavonoids from plants
(e.g., tea, grape and cacao) are found to be beneficial to human health [4-6]. Currently, the biosynthesis
pathway of flavonoids is extensively characterized; at the initial step, phenylalanine is catalyzed to
4-coumaryol-CoA to generate chalcones which are backbones of flavonoids [7,8]. After multiple steps
of enzymatic reaction, flavones, flavonols, polyphenols and anthocyanins are finally synthesized [9-11].

Genes 2020, 11, 1341; doi:10.3390/genes11111341 www.mdpi.com/journal/genes


http://www.mdpi.com/journal/genes
http://www.mdpi.com
https://orcid.org/0000-0002-4909-0831
https://orcid.org/0000-0002-5212-6786
https://orcid.org/0000-0002-0720-5311
http://dx.doi.org/10.3390/genes11111341
http://www.mdpi.com/journal/genes
https://www.mdpi.com/2073-4425/11/11/1341?type=check_update&version=2

Genes 2020, 11, 1341 20f12

Dihydroflavonol 4-reductases (DFRs) are key enzymes involved in the production of anthocyanins
from dihydroflavanol [12-14]. DFRs use NADPH as a cofactor to catalyze the dihydroflavanols
(including dihydrokaempferol DHK, dihydroquercetin DKQ, dihydromyricetin DHM) to generate
colorless leucoanthocyanidins (leucopelargonidin, leucocyanidin and leucodelphinidin), which is a
critical step of floral pigments biosynthesis [15,16]. The leucoanthocyanidins can be further converted
to anthocyanin by anthocyanin synthase (ANS) and UDP-flavonoid glucosyltransferase (UFGT) that are
major floral pigments [17-19]. Meanwhile, leucoanthocyanidins can also be directed to the polyphenol
biosynthesis (catechin and epcatechin) by leucocyanidins reductase (LAR) and anthocyanin reductase
(ANR) [20-22].

DER of different species has specific selectivity for three dihydroflavanols (DHK, DHQ and
DHM), so that the metabolic pathway of anthocyanin is carried out in different directions, leading
to different flower colors in plants [23,24]. The catalytic property of DFRs has been found to be a
limiting factor of floral color variation [25-27]. For instance, Johnson and coauthors have shown
that minor changes of DFR sequences can result in substrate specificity and the pelargonidin-type
anthocyanins lacking consequently [28]. Several DFR genes have been isolated and identified, and their
functions have also been studied, including Camellia sinensis L. [29], Dendrobium [30], Saussurea medusa
Maxim. [31], Agapanthus praecox [32], Maluscrabapples [14] and Vitisbellula [33]. The functions of DFR
genes in these plants have been shown to be related to anthocyanin synthesis. The mutants of DFR in
Ipomoea nil, generated by the CRISPR/Cas9 technology, display white flowers with a great loss of floral
anthocyanins [34].

DFR of Camellia sinensis L. has different functions to other plants. Overexpression of CsDFR in
tobacco elevates levels of polyphenols and enhances stress resistance, for example, the free radical
scavenging activity was improved in transgenic tobacco and transgenic lines showed resistance
against drought stress, oxidative stress, abscisic acid and infestation by a tobacco leaf cutworm
Spodoptera litura [29,35]. However, the roles of DFRs of Camellia species in the regulation of floral
pigmentation are still unknown. Camellia nitidissima Chi. is known as the “Queen of the tea tribe”
due to the golden-color flowers. Studies reveal that the yellow coloration of C. nitidissima Chi. petals
is mainly from the quercetin derivatives [36-38], and accumulation of aluminum ions and pH are
found to be key factors to induce the yellow coloration [39,40]. We hypothesize that the functional
diversification of the DFR homolog from C. nitidissima Chi. is involved in the regulation of flavonoid
biosynthesis that contributes to petal pigmentation. Recently, transcriptomes analyses were performed
in C. nitidissima Chi. and related yellow Camellia species; genes involved in the biosynthesis pathway of
secondary metabolism were uncovered [41,42]. Functional analysis of flavonol synthase in C. nitidissima
Chi. (CnFLS) has indicated that the regulation of the bifurcation of secondary metabolism plays a
key role in the floral pigmentation [41,42]. Previous studies in other plants have also found that the
competition between FLS and DFR can cause the change in floral color [16,43,44]. Here, the DFR
homolog from C. nitidissima Chi. (CnDFR) is identified and characterized, and its roles in the regulation
of the secondary metabolism pathway are revealed. This work provides a theoretical basis for the
application of DFR in flower color cultivation in ornamental Camellias.

2. Materials and Methods

2.1. Plant Materials and Growth Conditions

Camellia nitidissima Chi. tissues were collected from the National Camellia Germplasm Resource
Bank (Guangxi, China, E 108°20"53"” N 22°49’11”", 75 m above sea level) in Nanning, Guangxi province,
China. The materials were frozen with liquid nitrogen and stored at —80 °C for later use.

Nicotiana benthamiana Domin was used for the transient transformation and stable transformation
experiments. The seedlings were grown in a growth chamber (RDN-1000 E, Ningbo Yang hui
Instrument Co. Ltd., Ningbo, China; temperature: 25 °C, humidity: 76%, illumination: 6000 Lx,
light cycle: 16/8 h).
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2.2. Cloning of CnDFR

Total RNAs were isolated using RNAprep Pure Extraction Kit (DP441, TTANGEN biochemical
Technology, Beijing, China) and we determined the integrity of RNA based on the results of the 1.5%
agarose gel electrophoresis analysis. According to the instructions of PrimeScript II 1st Strand cDNA
Synthesis Kit (6210, TaKaRa, Tokyo, Japan), we synthesized the cDNA for gene cloning experiments.
We designed a pair of specific primers (Table S1. 1) by Primer 3 (http://www.primer3plus.com/cgi-bin/
dev/primer3plus.cgi) according to the transcriptome data. PCR products were obtained, and we cloned
them into a T-vector (CT501, TransGen Biotech Co., Ltd., Beijing, China) for sequencing. The full length
of DFR was assembled and verified based on sequence analysis.

2.3. Sequence Alignment and Phylogenetic Analysis

The BioEdit software and NCBI Blast online (https://blast.ncbi.nlm.nih.gov/Blast.cgi) were used to
align the sequences [45]. We used NCBI ORFfinder (http://www.ncbi.nlm.nih.gov/projects/gorf/) to
find reading frames [46]. Protparam online (https://web.expasy.org/protparam/) was used to analyze
protein molecular weight and isoelectric point and so on [47]. Meanwhile, amino acid sequence
alignment was performed by DNAMAN and a phylogenetic tree was constructed with MEGA 5.0
software, using the neighbor-joining (NJ) method and 1000 bootstrap replicates [48].

2.4. Quantitative PCR Analysis of CnDFR

GAPDH as the reference gene (Table S1. 2) was used for quantitative PCR analysis (Table S1. 3).
Using PrimeScript RT reagent Kit with gDNA Eraser (RR047, TaKaRa, Japan), the cDNA first strand was
synthesized. Using SYBR Prime Ex Tap II (Tli RNaseH Plus) (RR420, TaKaRa, Japan), the quantitative
PCR analysis was performed according to the user’s manual. The reaction was performed on
QuantStudio® 7 Flex (Applied Biosystem, Foster City, CA, USA) and the reaction procedure was as
follows: pre-denaturation at 95 °C for 30 's; 98 °C 55, 60 °C 34 s, 40 cycles; 95 °C 15 s, 60 °C 1 min,
95°C 155s. The relative expression level of CnDFR in different organs and different development
periods was measured with GAPDH as the housekeeping gene by the 2 “A4CT) method [49].

2.5. High-Performance Liquid Chromatography Analysis

The NF555 colorimeter (Nippon Denshoku Industries Co., Ltd., Tokyo, Japan) was used to
detect the color indicator of petals. HPLC analysis was performed to measure the flavonoids,
polyphenols and anthocyanins constituents. We grinded a fresh sample of 0.6 g weight in liquid nitrogen,
supplied with 5 mL extraction solution (methanol/water/formic acid/trifluoroacetic acid = 70:27:2:1).
Then, we extracted in the dark for 24 h, shaking in the middle a few times. After extraction, we filtered
the sample with absorbent cotton to remove residue and pass it through the organic microporous filter
membrane (0.22 cm) (ANPEL Laboratory Technologies (Shanghai) Inc., Shanghai, China). The filtrate
was used in the machine analysis.

We used Agilent Technologies 1260 Infinity (Agilent Technologies, Inc., Waldbronn, Germany)
and Waters SunFire C18 column (4.6 X 250 mm, 5 um) (Waters Co., Belleville, IL, USA) for the HPLC
analysis. The column temperature was 30 °C. The flow rate was 1.0 mL/min, and the injection volume
was 10 pL. The elution mobile phases were (A): 2% formic acid solution, and (B): pure acetonitrile.
The elution procedure for flavonoids: 0-5 min, 20% B; 5-15 min, 20% up to 40% B; 15-20 min, 40% up
to 60% B; 20-20.2 min, 60% down to 20% B; 20.2-24 min, 20% B. The detection wavelength of flavonoids
was 350 nm. The elution procedure for polyphenols: 0-9 min, 98% down to 90.7% B; 9-15 min, 90.7% B;
15-20.5 min, 90.7% down to 85% B; 20.5-29.5 min, 85% down to 75% B; 29.5-30 min, 75% up to 98% B;
30-34 min, 98% B. The detection wavelength of polyphenols was 278 nm.
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2.6. Agroinfiltration-Based Transient CnDFR-EGFP Gene Expression in Nicotiana Benthamiana Domin for
Subcellular Localization of CnDFR

We designed a pair of primers (Table S1. 4) according to the EXclone Kit instructions (exv09,
Hangzhou Biogle Co. Ltd., Hangzhou, China) for the vector construction. The overexpression vector
was transformed to the Agrobacterium GV 3101 strain by the thermal shock method [50]. To perform
tobacco infiltration analysis, the transformed agrobacterium was suspended using induction medium
(10 mM/L MES + 10 mM/L MgCl, + 100 uM/L AS) and injected into the Nicotiana benthamiana Domin
leaf [51]. Then, the GFP signals were detected 2~5 days after injection by a LSM510 Meta device (Zeiss,
Jena, Germany) [52].

2.7. Tobacco Transformation Analysis of CnDFR

To verify the functionality of CnDFR, we performed transformation of Nicotiana benthamiana
Domin using the leaf plate method [53]. We used T5 Direct PCR Kit (Plant) (TSE011, TSING KE
Biological Technology, Tianjin, China) for positive identification of rooting plants with PCR primers
(Table S1. 5). PCR procedure was as follows: pre-denaturation at 98 °C for 3 min, denaturation at
98 °C for 10 s, annealing at 65 °C for 10 s, extension at 72 °C for 1 min and 30 s, 30 cycles, extended at
72 °C for 5 min and detected by 1% agarose gel electrophoresis. After the positive plants flowering,
we collected the flowers, froze them with liquid nitrogen and stored them at —80 °C. The quantitative
PCR was performed to measure the relative expression of CnDFR and determine total flavonoids,
total polyphenols and total anthocyanins in flowers by a spectrophotometer [39]. Constituents of
flavonoids, anthocyanin and polyphenols in flowers were also determined by HPLC and compared
with the control group.

3. Results

3.1. Molecular Characterization of CnDFR Reveals Lineage-Specific Amino Acid Sites

Based on transcriptome sequences of C. nitidissima Chi. [41], the full-length CDSsequence of
CnDFR was obtained through gene-specific amplification (GenBank accession number MN276188).
The CnDFR transcript encoded a protein of 342 amino acids, with a NADPH binding site of 21 amino
acids (VIGAAGFIGSWLVMRLLERGY; Figure 1A). We performed sequencing alignment analysis of
CnDER with other homologs from various plant species. Then, it was found that all sequences included
the conserved NADPH binding motif at the N terminal, and the substrate specificity-determining
amino acid was identical in all other species but different from c hybrida L. (Figure 1A). In the
substrate specificity-determining region, there was a phenylalanine (F) in all DFRs of Camellia species,
different from other plants (Figure 1A); there were an additional four amino acids that were unique to
Camellia species (Figure 1A), which may result in different functions of Camellia DFRs.

To evaluate the phylogenetic relationships of DFRs, we aligned 14 DFR sequences from various
plant species to construct a phylogenetic tree (Figure 1B). The results showed that the three Camellia
DEFRs formed a clade together that was close to Actinidia chinensis (Figure 1B). These results suggested
that CnDFR was potentially functionally conserved in the secondary metabolism pathway, and DFRs
from Camellia species might have unique functions compared to other plants.
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Camellia sinensis DFR
Camellia japonica DFR

Actinidia chinensis DFR

Vaccinium ashei DFR

% Rhododendron x pulchrum DFR
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% Lupinus ar ifolius DFR
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99 L Petunia x hybrida DFR

Figure 1. Amino acid alignment and phylogenetic analysis of the homolog plant DFRs of Camellia nitidissima
Chi. (CnDFR). (A) Alignment of DFR-like protein sequences. CnDFR, Camellia nitidissima DFR; CsDFR,
Camellia sinensis DFR; CcDFR, Camellia chekiangoleosa DFR; RsDFR, Rhododendron simsii DFR; AcDFR,
Actinidia chinensis DFR; GhDER, Gerbera hybrida DFR; PhDFR, Petunia hybrida DFR. The red boxed
region is a putative NADPH-binding region. The region underlined is predicted to be the substrate
specificity-determining region. At the 134 th amino acid, there is an asparagine (N) different from Petunia
but identical to Gerbera and so on. The red triangle is the different amino acids of Camellia DFRs from
other plants. (B) Phylogenetic tree of CnDFR constructed with MEGA 5.0, using the neighbor-joining (NJ)
method and 1000 bootstrap replicates. CnDFR sequence was found to be 75% to 99% similar to homological
DFR genes.

3.2. Expression of CnDFR in C. nitidissima Chi. Is Positively Correlated with Polyphenols Contents

To study the expression profiles, the quantitative PCR (qPCR) analysis of CnDFR in different
tissues of C. nitidissima Chi. was performed with GAPDH as the housekeeping gene (Figure 2A,B). It is
found that CnDFER expressed in all tissues including the root, leaf, fruit, flower, sepal, petal, stamen
and pistil (Figure 2C). During flowering, the expression of CnDFR is maintained at a high level in floral
bud differentiation stages (Figure 2D) and reaches the highest expression when the flowers are half
open, and then decreases rapidly after the blooming stage (Figure 2D).
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flower flower flower  flower

Relative

Samples Samples

Figure 2. Relative expression level of CnDFR in C.nitidissima Chi. (A) Tissues of C.nitidissima Chi.:
root, leaf, fruit, flower, speal, petal, stamen, pistil. (B) Flowers at different developmental stages of
C.nitidissima Chi.: bud in 10 mm, bud in 20 mm, bud in 30 mm, half-open flower, blooming flower,
withered flower. (C) Relative expression level of CnDFR in different tissues of C.nitidissima Chi. CnDFR
expressed in all of the tissues, while the expression was the highest in the flower and the lowest
in the sepal. (D) Relative expression level of CnDFR in flowers at different developmental stages.
The expression of CnDFR showed a trend of first decreasing then increasing and then decreasing,
and the expression was the highest in the half-open flower.
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DEFR genes play a key role in the biosynthesis of plant secondary metabolites. In order to study
the relationship between CnDFR and flower color in C. nitidissima Chi., the yellow color index b * and
content of flavonoids and polyphenols were determined in the petals in five stages of C. nitidissima Chi.,
and we analyzed their relationships to the expression of CnDFR (Figure 3). By correlation analysis, it is
found that the relative expression of CnDFR (DFR-RQ) is negatively correlated with TF (the content of
total flavonoids), Qu7 G (quercetin-7-O-3-D- glucopyranoside) and b* (yellow color index of petals).
However, it is positively correlated with the contents of total polyphenols and some components
of polyphenols (Figure 3B). The results indicate that a high level of CnDFR expression is correlated
with enhanced polyphenols biosynthesis and potentially causes the yellow color to become lighter in
C. nitidissima Chi. (Figure 3C).
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Figure 3. The relationship between DFR relative expression level and the chemical components
content in petals of C. nitidissima Chi. (A) Petals in 5 stages of C. nitidissima Chi.: petals of young
bud, petals of big bud, petals of half-open flower, petals of blooming flower, petals of withered flower.
(B) CnDFR relative expression level and flavonoids contents and b* in petals of C. nitidissima Chi.
DER-RQ (the relative expression level of DFR) in 5 stages had an M-shaped trend. TF (the content of total
flavonoids), Qu7 G (quercetin-7-O-3-D- glucopyranoside) and b* (yellow color index of petals) were
negatively correlated with the expression level of CnDFR. (C) CnDFR expression level and polyphenols
components. TP (the content of total polyphenols), EC (the content of epicatechin) and C (the content
of catechin) were positively correlated with the expression level of CnDFR.

3.3. Subcellular Localization of CnDFR Was in the Nucleus and Cell Membrane

To investigate the subcellular localization of CnDFR, we performed transient expression analysis
using tobacco infiltration (Figure 4). A constitute expression construct harboring the fusion protein of
CnDFR with green fluorescent protein (EGFP) was introduced into tobacco leaf. We found that free
EGFP signals appeared in the nucleus, cell membrane and cytoplasm, and the signals were scattered
throughout the whole cell (Figure 4A). Meanwhile, the signals of CnDFR-EGFP were found to be
localized in the cell membrane as well as the nucleus (Figure 4B), suggesting an extremely likely dual
subcellular localization of CnDFR.
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EGFP Chloroplast Bright Merged

Figure 4. The subcellular localization of CnDFR. (A) Observation by LSM510 Meta of the EGFP empty
vector. White scale: 20 um. The green fluorescence signals appeared in the nucleus, cell membrane and
cytoplasm under the excitation of the wavelength of 488 nm. (B) Observation of the lower epidermal
cells of Nicotiana benthamiana leaves with the CnDFR-EGFP vector. White scale: 20 um. The nucleus
and cell membrane expressed a strong green fluorescence signal.

3.4. Overexpression of CnDFR Enhanced the Biosynthesis of Polyphenols But Not Anthocyanins

To study the biochemical functions of CnDFR, we generated overexpression lines using transgenic
tobacco. Six transgenic lines with positive resistance were validated using construct-specific primers
(Table S1, Figure S1). Further, we measured the relative expression levels of CnDFR in transgenic
tobacco lines; the results showed that all tested lines displayed ectopic expression of CnDFR compared
to the wild type plant (Figure 5A), while no visible phenotypes were observed in the transgenic lines
(Figure 5B).
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Figure 5. Relative expression of CnDFR and contents of total flavonoids, total polyphenols and total
anthocyanins in flowers of transgenic tobaccos. (A) The expression of CnDFR in tobacco flowers.
CnDFR expression of transgenic lines was significantly higher than the wild type. (B) Flowers of wild
type and transgenic tobaccos. The flowers of wild type and transgenic strains were white with no
significant difference. (C) The contents of total polyphenols and total flavonoids. Total polyphenols
in most of transgenic strains were about twice the wild type. Total flavonoids were very low overall,
and the contents in transgenic strains were 1.5 times the wild type. The letters represent the level
of difference.

Meanwhile, the contents of the secondary metabolites in flowers, including flavonoids,
polyphenols and anthocyanins, were determined. It is found that there is no total anthocyanins
content detected and the total polyphenols are significantly higher in transgenic lines than those in the
wild type (Figure 5C). Besides, the contents of flavonoids are increased slightly and the content of total
flavonoids is much lower than total polyphenols (Figure 5C).
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In order to understand the compositional changes of secondary metabolites, the contents of
different chemicals were measured by HPLC. Six flavonoid and six polyphenol standards were used to
reveal the changes in contents in transgenic lines. We detected that the EGC and GC were significantly
higher than the wild type in all six transgenic lines (Figure 6A), while GCG, EGCG, CG and ECG
were significantly increased in five transgenic lines (Figure 6B). In most of the transgenic plants,
the flavonoids contents (including Qu7 G, Qu3 G, Ka3 G, DHQ and Qu) were not significantly different
from the wild type (Figure 6C,D), and only the contents of Ka were significantly higher in all transgenic
lines (Figure 6C). This indicates that enhanced expression of CnDFR promotes the biosynthesis of
polyphenols extraordinarily.
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Figure 6. The content of flavonoids and polyphenols in flowers of transgenic tobaccos. (A) The content
of EGC (epigallocatechin), GC (gallocatechin) and GCG (gallocatechin gallate) in flowers of
tobaccos. (B) The content of EGCG (epigallocatechin gallate), CG CG (catechin gallate) and ECG
(epicatechin gallate) in flowers of tobaccos. The contents of EGC, GC, GCG (except DFR-17),
EGCG (except DFR-50), CG (except DFR-18) and ECG (except DFR-50) in the positive lines were
significantly higher than those in the wild type tobacco except one line. (C) The content of Ka
(kaempferol), Qu3 G (quercetin-3-O-glucopyranoside) and Qu(quercetin) in flowers of tobaccos.
(D) The content of DHQ (dihydroquercetin), Qu7 G (quercetin-7-O-f3-D-glucopyranoside) and Ka3 G
(kaempferol-3-glucopyranoside) in flowers of tobaccos. DHQ (except DFR-33) and Ka in the positive
lines were significantly higher than those in the wild type tobacco. The contents of flavonols (Qu3 G,
Qu7 G and Ka3 G) have no significant change between the positive lines and the wild type. The letters

represent the level of difference.

4. Discussion

The DFR enzymes are key players in the formation of plant pigments and antioxidative
flavonoids [23]. The functions of DFRs in different plant lineages have been found to be conserved,
which catalyze the reduction step of dihydroflavonols (including DHK, DKQ and DHM) [14,16].
In plants with red anthocyanins, the DFR gene is recognized as the first enzyme committed to
anthocyanin biosynthesis, after the common phenylpropanoid pathway [28,54]. However, the diversity
of the substrate specificity of DFRs is also revealed in some plant lineages [15,27,28]. In this study,
we showed that CnDER possessed conserved catalytic domains and some amino acids specific within
Camellia species. The sequences of DFR from the genus Camellia were highly similar; the phylogenetic
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analysis also demonstrated that CnDFR was closely related to Camellia (Figure 1). Meanwhile, we have
discovered that there was a conserved phenylalanine (F) of Camellia DFRs that differed from other
plants in the substrate specificity-determining region (Figure 1). This indicates that Camellia DFRs
might have different catalytic functions.

Many studies have shown that the expression patterns of DFRs have certain tissue specificity
and are related to their functions. For instance, Nakatsuka et al. [26] found the DFR gene of the
Asiatic hybrid was largely expressed in the colored tepals, anthers, filaments, pistils and red scales,
while the expression was not detected in the uncolored tissues of the yellow variety. It is shown that,
in C. nitidissima Chi., CnDFR is broadly expressed in various tissues including roots, leaves, fruits and
flowers (Figure 2). Detailed analysis during floral development has revealed that the expression pattern
of CnDFR is positively correlated with polyphenol accumulation (Figure 3). This result also suggests
that CnDFR is not a determinant directing the anthocyanin biosynthesis in C. nitidissima Chi. The yellow
pigments in C. nitidissima Chi. have been identified majorly as quercetin derivatives [40] belonging to
flavonoids. The expression profile of CnDFR during floral petal development was positively correlated
with polyphenols but negatively with yellow coloration. Therefore, the roles of CnDFR in the regulation
of the floral color of C. nitidissima Chi. need to be further characterized. Through the subcellular
localization analysis, we have shown that CnDEFR is likely to localize in the nucleus and cell membrane
(Figure 4). This result is different from the analysis of Vitisbellula, which found VbDFR was mainly
located in the cytosol of onion epidermal cells [33].

In the overexpression analysis, it is found that there are no anthocyanins in the flowers of transgenic
tobacco lines (Figure 5). These results are not consistent with analyses from other plants. For example,
overexpression of DFR of Agapanthus praecox into Petunia hybrida “W85” resulted in a change in
floral color from white to fuchsia [32]. Further, down-regulation of DFRs from Nicotiana tabacum and
Petunia hybrida reduced the anthocyanin contents and changed the floral color from pink to light pink
and white [25,55]. All these studies indicate that DFR plays a key role in promoting the formation
of anthocyanin and changing floral color, which is different from CnDFR. In overexpression lines
of CnDFR, no anthocyanins were detected, which was also probably related to the transformation
plants (Nicotiana benthamiana) with white flowers. The flavonoid pathway in N. benthamiana may be
interrupted and does not have a complete synthesis pathway, leading to less synthesis of the final
colored products and no color rendering, which need to be further researched. However, we found that
a lot of polyphenols were accumulated in transgenic positive tobacco lines (Figure 6). This indicates a
functional diversification of the molecular function of CnDFR.

Studies in C. sinensis have shown that overexpression CsDFR enhanced the biosynthesis of
polyphenols and stress resistance of plants [29,35], which supported a functional conservation in
Camellia species. However, C. nitidissima Chi. is unique in its yellow floral color, and the petals of
C. nitidissim Chi. accumulated a high level of flavonoids. Since most C. sinensis species bear white
petals, it is not known if CnDFR has specified functions of flavonoid biosynthesis that is related to the
yellow pigments. Future studies comparing different DFRs from several Camellia species might be
required to investigate the molecular functions of DFRs.

5. Conclusions

We identified the DFR homolog from C. nitidissima Chi. (CnDFR), and its sequence analysis
showed that CnDFR possessed some amino acids peculiar to Camellia species, among which a
specific phenylalanine (F) was observed in Camellia DFRs in the substrate specificity-determining
region. Phylogenetic analysis showed that DFRs of Camellia species formed a clade that was close to
Actinidia chinensis. Gene expression analysis revealed that the expression of CnDFR was positively
correlated with polyphenols but negatively with yellow coloration. Subcellular localization of CnDFR
showed a likely dual localization in the nucleus and cell membrane. Furthermore, in the transgenic
tobaccos, it was found that ectopic expression of CnDFR enhanced the biosynthesis of polyphenols,
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while no accumulation of anthocyanins was detected. These results suggest a functional diversification
of DFR activities in Camellia plants and provide molecular insights into the regulation of floral color.

Supplementary Materials: The following are available online at http://www.mdpi.com/2073-4425/11/11/1341/s1,
Figure S1: PCR identification for positive tobaccos, Table S1: Primer list and application.

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

Funding: This work was supported by the National key projects for international scientific and technological
innovation cooperation among governments [grant numbers 2016 YFE0126100]; and the special funds for basic
scientific research expenses of public welfare research institutes of the Chinese academy of forestry [grant number
CAFYBB2017 ZF001].

Conflicts of Interest: The authors declare that they have no conflict of interest.

References

1.  Mouradov, A.; Spangenberg, G. Flavonoids: A metabolic network mediating plants adaptation to their real
estate. Front. Plant Sci. 2014, 5, 620. [CrossRef] [PubMed]

2. Pourcel, L.; Bohorquez-Restrepo, A.; Irani, N.G.; Grotewold, E. Anthocyanin biosynthesis, regulation,
and transport: New insights from model species. Recent Adv. Polyphen. Res. 2012, 3, 143-160. [CrossRef]

3. Wang, H.; Fan, W, Li, H; Yang, J; Huang, J; Zhang, P. Functional characterization of
dihydroflavonol-4-reductase in anthocyanin biosynthesis of purple sweet potato underlies the direct
evidence of anthocyanins function against abiotic stresses. PLoS ONE 2013, 8, €78484. [CrossRef] [PubMed]

4. Ramiro-Puig, E.; Casadesus, G.; Lee, H-G.; Zhu, X.; McShea, A.; Perry, G.; Pérez-Cano, FJ.; Smith, M.A; Castell, M.
Neuroprotective effect of cocoa flavonids on in vitro oxidative stress. Eur. J. Nutr. 2009, 48, 54-61. [CrossRef]

5. Tsuda, T. Recent progress in anti-obesity and anti-diabetes effect of berries. Antioxidants 2016, 5,13. [CrossRef]

6. Wang, H.; Wang, W.; Zhang, P,; Pan, Q.; Zhan, J.; Huang, W. Gene transcript accumulation, tissue and
subcellular localization of anthocyanidin synthase (ANS) in developing grape berries. Plant Sci. 2010,
179,103-113. [CrossRef]

7. Winkel-Shirley, B. Flavonoid biosynthesis. = Acolorfulmodel forgenetics, biochemistry, cellbiology,
and biotechnology. Plant Physiol. 2001, 126, 485-493. [CrossRef]

8.  Zhang, Y,; Butelli, E.; Martin, C. Engineering anthocyanin biosynthesis in plants. Curr. Opin. Plant. Biol.
2014, 19, 81-90. [CrossRef]

9.  Hassani, D.; Liu, H.; Chen, Y.; Wan, Z.; Zhuge, Q.; Li, S. Analysis of biochemical compounds and differentially
expressed genes of the anthocyanin biosynthetic pathway in variegated peach flowers. Genet. Mol. Res. 2015,
14, 13425-13436. [CrossRef]

10. Holton, T.A.; Cornish, E.C. Genetics and biochemistry of anthocyanin biosynthesis. Plant Cell 1995,
7,1071. [CrossRef]

11.  Koes, R.; Verweij, W.; Quattrocchio, F. Flavonoids: A colorful model for the regulation and evolution of
biochemical pathways. Trends Plant Sci. 2005, 10, 236-242. [CrossRef] [PubMed]

12. Liang, J.; He, J. Protective role of anthocyanins in plants under low nitrogen stress. Biochem. Biophys.
Res. Commun. 2018, 498, 946-953. [CrossRef] [PubMed]

13.  Petit, P; Granier, T.; d’Estaintot, B.L.; Manigand, C.; Bathany, K.; Schmitter, ].-M.; Lauvergeat, V.; Hamdji, S.;
Gallois, B. Crystal structure of grape dihydroflavonol 4-reductase, a key enzyme in flavonoid biosynthesis.
J. Mol. Biol. 2007, 368, 1345-1357. [CrossRef] [PubMed]

14. Tian, J.; Chen, M.; Zhang, J.; Li, K; Song, T.; Zhang, X.; Yao, Y. Characteristics of dihydroflavonol
4-reductase gene promoters from different leaf colored Malus crabapple cultivars. Hortic. Res. 2017, 4, 1-10.
[CrossRef] [PubMed]

15.  Johnson, E.T.; Yi, H.; Shin, B.; Oh, B.J.; Cheong, H.; Choi, G. Cymbidium hybrida dihydroflavonol 4-reductase
does not efficiently reduce dihydrokaempferol to produce orange pelargonidin-type anthocyanins. Plant J.
1999, 19, 81-85. [CrossRef] [PubMed]


http://www.mdpi.com/2073-4425/11/11/1341/s1
http://dx.doi.org/10.3389/fpls.2014.00620
http://www.ncbi.nlm.nih.gov/pubmed/25426130
http://dx.doi.org/10.1002/9781118299753.ch6
http://dx.doi.org/10.1371/journal.pone.0078484
http://www.ncbi.nlm.nih.gov/pubmed/24223813
http://dx.doi.org/10.1007/s00394-008-0761-4
http://dx.doi.org/10.3390/antiox5020013
http://dx.doi.org/10.1016/j.plantsci.2010.04.002
http://dx.doi.org/10.1104/pp.126.2.485
http://dx.doi.org/10.1016/j.pbi.2014.05.011
http://dx.doi.org/10.4238/2015.October.28.4
http://dx.doi.org/10.2307/3870058
http://dx.doi.org/10.1016/j.tplants.2005.03.002
http://www.ncbi.nlm.nih.gov/pubmed/15882656
http://dx.doi.org/10.1016/j.bbrc.2018.03.087
http://www.ncbi.nlm.nih.gov/pubmed/29548824
http://dx.doi.org/10.1016/j.jmb.2007.02.088
http://www.ncbi.nlm.nih.gov/pubmed/17395203
http://dx.doi.org/10.1038/hortres.2017.70
http://www.ncbi.nlm.nih.gov/pubmed/29263792
http://dx.doi.org/10.1046/j.1365-313X.1999.00502.x
http://www.ncbi.nlm.nih.gov/pubmed/10417729

Genes 2020, 11, 1341 11 of 12

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.
38.

Luo, P; Ning, G.; Wang, Z.; Shen, Y,; Jin, H.; Li, P,; Huang, S.; Zhao, J.; Bao, M. Disequilibrium of flavonol
synthase and dihydroflavonol-4-reductase expression associated tightly to white vs. red color flower
formation in plants. Front. Plant Sci. 2016, 6, 1257. [CrossRef]

Gould, K; Davies, K.M.; Winefield, C. Anthocyanins: Biosynthesis, Functions, and Applications; Springer Science
& Business Media: New York, NY, USA, 2008; p. 167.

Guo, N,; Han, S.; Zong, M.; Wang, G.; Zheng, S; Liu, F. Identification and differential expression analysis of
anthocyanin biosynthetic genes in leaf color variants of ornamental kale. BMIC Genom. 2019, 20, 564. [CrossRef]
Tanaka, Y.; Sasaki, N.; Ohmiya, A. Biosynthesis of plant pigments: Anthocyanins, betalains and carotenoids.
Plant ]. 2008, 54, 733-749. [CrossRef]

Andersen, M.; Jordheim, M. Anthocyanins. Encyclopedia of Life Sciences (ELS); John Wiley and Sons Ltd.:
Chichester, UK, 2010. [CrossRef]

Otani, M.; Kanemaki, Y.; Oba, E; Shibuya, M.; Funayama, Y.; Nakano, M. Comprehensive isolation
and expression analysis of the flavonoid biosynthesis-related genes in Tricyrtis spp. Biol. Plant 2018,
62, 684-692. [CrossRef]

Provenzano, S.; Spelt, C.; Hosokawa, S.; Nakamura, N.; Brugliera, F.; Demelis, L.; Geerke, D.P; Schubert, A.;
Tanaka, Y.; Quattrocchio, F. Genetic control and evolution of anthocyanin methylation. Plant Physiol. 2014,
165, 962-977. [CrossRef]

Martens, S.; Teeri, T.; Forkmann, G. Heterologous expression of dihydroflavonol 4-reductases from various
plants. FEBS Lett. 2002, 531, 453-458. [CrossRef]

Tanaka, Y.; Brugliera, F. Flower colour and cytochromes P450. Philos. Trans. R. Soc. B 2013, 368, 20120432.
[CrossRef] [PubMed]

Lim, S.H.; You, M.K,; Kim, D.H.; Kim, ] K.; Lee, ].Y.; Ha, S.H. RNAi-mediated suppression of dihydroflavonol
4-reductase in tobacco allows fine-tuning of flower color and flux through the flavonoid biosynthetic pathway.
Plant Physiol. Biochem. 2016, 109, 482-490. [CrossRef] [PubMed]

Nakatsuka, A.; Izumi, Y.; Yamagishi, M. Spatial and temporal expression of chalcone synthase and
dihydroflavonol 4-reductase genes in the Asiatic hybrid lily. Plant Sci. 2003, 165, 759-767. [CrossRef]
Polashock, J.J.; Griesbach, RJ.; Sullivan, R.F; Vorsa, N. Cloning of a cDNA encoding the cranberry
dihydroflavonol-4-reductase (DFR) and expression in transgenic tobacco. Plant Sci. 2002, 163, 241-251. [CrossRef]
Johnson, E.T.; Ryu, S.; Yi, H.; Shin, B.; Cheong, H.; Choi, G. Alteration of a single amino acid changes the
substrate specificity of dihydroflavonol 4-reductase. Plant J. 2001, 25, 325-333. [CrossRef]

Singh, K; Kumar, S.; Yadav, S.K.; Ahuja, P.S. Characterization of dihydroflavonol 4-reductase cDNA in tea
[Camellia sinensis (L.) O. Kuntze]. Plant Biotechnol. Rep. 2009, 3, 95-101. [CrossRef]

Pitakdantham, W.; Sutabutra, T.; Pitaksutheepong, C.; Chiemsombeat, P. Isolation and characterization of
dihydroflavonol 4-reductase gene from Dendrobium Sonia’earsakul’. J. Issaas 2011, 17, 673—-675. [CrossRef]
Li, H.; Qiu, J.; Chen, E; Lv, X.; Fu, C.; Zhao, D.; Hua, X.; Zhao, Q. Molecular characterization and
expression analysis of dihydroflavonol 4-reductase (DFR) gene in Saussurea medusa. Mol. Biol. Rep. 2012,
39, 2991-2999. [CrossRef]

Mori, S.; Otani, M.; Kobayashi, H.; Nakano, M. Isolation and characterization of the dihydroflavonol
4-reductase gene in the monocotyledonous ornamental Agapanthus praecox ssp. orientalis (Leighton)
Leighton. Sci. Hortic. 2014, 166, 24-30. [CrossRef]

Zhu, Y.; Peng, Q.; Li, K.; Xie, D.-Y. Molecular cloning and functional characterization of a dihydroflavonol
4-Reductase from Vitis bellula. Molecules 2018, 23, 861. [CrossRef] [PubMed]

Watanabe, K.; Kobayashi, A.; Endo, M.; Sage-Ono, K,; Toki, S.; Ono, M. CRISPR/Cas9-mediated mutagenesis
of the dihydroflavonol-4-reductase-B (DFR-B) locus in the Japanese morning glory Ipomoea (Pharbitis) nil.
Sci. Rep. 2017, 7, 1-9. [CrossRef] [PubMed]

Kumar, V.; Nadda, G.; Kumar, S.; Yadav, S.K. Transgenic tobacco overexpressing tea cDNA encoding
dihydroflavonol 4-reductase and anthocyanidin reductase induces early flowering and provides biotic stress
tolerance. PLoS ONE 2013, 8, e65535. [CrossRef] [PubMed]

Hwang, Y.-J.; Yoshikawa, K.; Miyajima, I.; Okubo, H. Flower colors and pigments in hybrids with
Camellia chrysantha. Sci. Hortic 1992, 51, 251-259. [CrossRef]

Scogin, R. Floral pigments of the yellow Camellia, Carmellia chrysantha (Theaceae). Aliso 1986, 11, 387-392. [CrossRef]
Zhou, X,; Li, J; Yin, H.; Fan, Z; Li, X. Cloning of Camellia nitidissima flavonol synthase cDNA and
construction of sense, RNA interference expression vectors. Bull. Bot. Res. 2013, 33, 58-65.


http://dx.doi.org/10.3389/fpls.2015.01257
http://dx.doi.org/10.1186/s12864-019-5910-z
http://dx.doi.org/10.1111/j.1365-313X.2008.03447.x
http://dx.doi.org/10.1002/9780470015902.a0001909.pub2
http://dx.doi.org/10.1007/s10535-018-0802-7
http://dx.doi.org/10.1104/pp.113.234526
http://dx.doi.org/10.1016/S0014-5793(02)03583-4
http://dx.doi.org/10.1098/rstb.2012.0432
http://www.ncbi.nlm.nih.gov/pubmed/23297355
http://dx.doi.org/10.1016/j.plaphy.2016.10.028
http://www.ncbi.nlm.nih.gov/pubmed/27842297
http://dx.doi.org/10.1016/S0168-9452(03)00254-1
http://dx.doi.org/10.1016/S0168-9452(02)00087-0
http://dx.doi.org/10.1046/j.1365-313x.2001.00962.x
http://dx.doi.org/10.1007/s11816-008-0079-y
http://dx.doi.org/10.1006/eujc.1996.0058
http://dx.doi.org/10.1007/s11033-011-1061-2
http://dx.doi.org/10.1016/j.scienta.2013.12.009
http://dx.doi.org/10.3390/molecules23040861
http://www.ncbi.nlm.nih.gov/pubmed/29642567
http://dx.doi.org/10.1038/s41598-017-10715-1
http://www.ncbi.nlm.nih.gov/pubmed/28855641
http://dx.doi.org/10.1371/journal.pone.0065535
http://www.ncbi.nlm.nih.gov/pubmed/23823500
http://dx.doi.org/10.1016/0304-4238(92)90123-T
http://dx.doi.org/10.5642/aliso.19861103.10

Genes 2020, 11, 1341 12 of 12

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

Jiang, L.; Li, J.; Tong, R.; He, L.; Zhang, L.; Li, Z.; Huang, X. Relationship between flower color and important
cellular environment elemental factors in yellow camellia. Guihaia 2019, 39, 1605-1612. [CrossRef]
Tanikawa, N.; Kashiwabara, T.; Hokura, A.; Abe, T.; Shibata, M.; Nakayama, M. A peculiar yellow flower
coloration of camellia using aluminum-flavonoid interaction. J. Jpn. Soc. Hortic. Sci. 2008, 77,402-407. [CrossRef]
Li, X;; Fan, Z.; Guo, H.; Ye, N.; Lyu, T.; Yang, W.; Wang, J.; Wang, ].-T.; Wu, B.; Li, ]. Comparative genomics
analysis reveals gene family expansion and changes of expression patterns associated with natural
adaptations of flowering time and secondary metabolism in yellow Camellia. Funct. Intergr. Genom.
2018, 18, 659-671. [CrossRef]

Zhou, X,; Li, ]J.; Zhu, Y.; Ni, S.; Chen, ].; Feng, X.; Zhang, Y.; Li, S.; Zhu, H.; Wen, Y. De novo assembly of the
Camellia nitidissima transcriptome reveals key genes of flower pigment biosynthesis. Front. Plant Sci. 2017,
8, 1545. [CrossRef]

Aida, R;; Yoshida, K.; Kondo, T.; Kishimoto, S.; Shibata, M. Copigmentation gives bluer flowers on transgenic
torenia plants with the antisense dihydroflavonol-4-reductase gene. Plant Sci. 2000, 160, 49-56. [CrossRef]
Tian, J.; Han, Z.-y;; Zhang, J.; Hu, Y.; Song, T.; Yao, Y. The balance of expression of dihydroflavonol 4-reductase
and flavonol synthase regulates flavonoid biosynthesis and red foliage coloration in crabapples. Sci. Rep.
2015, 5, 1-14. [CrossRef] [PubMed]

McGinnis, S.; Madden, T.L. BLAST: At the core of a powerful and diverse set of sequence analysis tools.
Nucleic Acids Res. 2004, 32 (Suppl. 2), W20-W25. [CrossRef]

Wheeler, D.L.; Barrett, T.; Benson, D.A.; Bryant, S.H.; Canese, K.; Chetvernin, V.; Church, D.M,;
DiCuccio, M.; Edgar, R.; Federhen, S. Database resources of the national center for biotechnology information.
Nucleic Acids Res. 2007, 36 (Suppl. 1), D13-D21. [CrossRef]

Wilkins, M.R.; Gasteiger, E.; Gooley, A.A.; Herbert, B.R.; Molloy, M.P; Binz, P.-A.; Ou, K.; Sanchez, J.-C.;
Bairoch, A.; Williams, K.L. High-throughput mass spectrometric discovery of protein post-translational
modifications. J. Mol. Biol. 1999, 289, 645-657. [CrossRef] [PubMed]

Thompson, ].D.; Higgins, D.G.; Gibson, T.]. CLUSTAL W: Improving the sensitivity of progressive multiple
sequence alignment through sequence weighting, position-specific gap penalties and weight matrix choice.
Nucleic Acids Res. 1994, 22, 4673-4680. [CrossRef]

Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and
the 2728CT method. Methods 2001, 25, 402—408. [CrossRef]

Gelvin, S.B. Agrobacterium-mediated plant transformation: The biology behind the “gene-jockeying” tool.
Microbiol. Mol. Biol. Rev. 2003, 67, 16-37. [CrossRef]

Ma, L.; Lukasik, E.; Gawehns, F; Takken, FL. The use of agroinfiltration for transient expression of
plant resistance and fungal effector proteins in Nicotiana benthamiana leaves. Methods Mol. Biol. 2012,
835, 61-74. [CrossRef]

Yamaguchi, M.; Sasaki, T.; Sivaguru, M.; Yamamoto, Y.; Osawa, H.; Ahn, S.J.; Matsumoto, H. Evidence for
the plasma membrane localization of Al-activated malate transporter (ALMT1). Plant Cell Physiol. 2005,
46, 812-816. [CrossRef]

American Association for the Advancement of Science A simple and general method for transferring genes
into plants. Science 1985, 227, 1229-1231. [CrossRef] [PubMed]

Shimada, S.; Takahashi, K.; Sato, Y.; Sakuta, M. Dihydroflavonol 4-reductase cDNA from non-anthocyanin-
producing species in the Caryophyllales. Plant Cell Physiol. 2004, 45, 1290-1298. [CrossRef] [PubMed]
Tsuda, S.; Fukui, Y.; Nakamura, N.; Katsumoto, Y.; Yonekura-Sakakibara, K.; Fukuchi-Mizutani, M.; Ohira, K.;
Ueyama, Y.; Ohkawa, H.; Holton, T.A. Flower color modification of Petunia hybrida commercial varieties by
metabolic engineering. Plant Biotechnol. 2004, 21, 377-386. [CrossRef]

Publisher’s Note: MDPI stays neutral with regard to jurisdictional claims in published maps and institutional
affiliations.

@ © 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
@ article distributed under the terms and conditions of the Creative Commons Attribution

(CC BY) license (http://creativecommons.org/licenses/by/4.0/).


http://dx.doi.org/10.11931/guihaia.gxzw201809019
http://dx.doi.org/10.2503/jjshs1.77.402
http://dx.doi.org/10.1007/s10142-018-0617-9
http://dx.doi.org/10.3389/fpls.2017.01545
http://dx.doi.org/10.1016/S0168-9452(00)00364-2
http://dx.doi.org/10.1038/srep12228
http://www.ncbi.nlm.nih.gov/pubmed/26192267
http://dx.doi.org/10.1093/nar/gkh435
http://dx.doi.org/10.1093/nar/gkm1000
http://dx.doi.org/10.1006/jmbi.1999.2794
http://www.ncbi.nlm.nih.gov/pubmed/10356335
http://dx.doi.org/10.1093/nar/22.22.4673
http://dx.doi.org/10.1006/meth.2001.1262
http://dx.doi.org/10.1128/MMBR.67.1.16-37.2003
http://dx.doi.org/10.1007/978-1-61779-501-5_4
http://dx.doi.org/10.1093/pcp/pci083
http://dx.doi.org/10.1126/science.227.4691.1229
http://www.ncbi.nlm.nih.gov/pubmed/17757866
http://dx.doi.org/10.1093/pcp/pch156
http://www.ncbi.nlm.nih.gov/pubmed/15509852
http://dx.doi.org/10.5511/plantbiotechnology.21.377
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Plant Materials and Growth Conditions 
	Cloning of CnDFR 
	Sequence Alignment and Phylogenetic Analysis 
	Quantitative PCR Analysis of CnDFR 
	High-Performance Liquid Chromatography Analysis 
	Agroinfiltration-Based Transient CnDFR-EGFP Gene Expression in Nicotiana Benthamiana Domin for Subcellular Localization of CnDFR 
	Tobacco Transformation Analysis of CnDFR 

	Results 
	Molecular Characterization of CnDFR Reveals Lineage-Specific Amino Acid Sites 
	Expression of CnDFR in C. nitidissima Chi. Is Positively Correlated with Polyphenols Contents 
	Subcellular Localization of CnDFR Was in the Nucleus and Cell Membrane 
	Overexpression of CnDFR Enhanced the Biosynthesis of Polyphenols But Not Anthocyanins 

	Discussion 
	Conclusions 
	References

