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Abstract: Chromoplasts and chloroplasts contain carotenoid pigments as all-trans- and cis-isomers,
which function as accessory light-harvesting pigments, antioxidant and photoprotective agents,
and precursors of signaling molecules and plant hormones. The carotenoid pathway involves
the participation of different carotenoid isomerases. Among them, D27 is a β-carotene isomerase
showing high specificity for the C9-C10 double bond catalyzing the interconversion of all-trans- into
9-cis-β-carotene, the precursor of strigolactones. We have identified one D27 (CsD27-1) and two
D27-like (CsD27-2 and CsD27-3) genes in saffron, with CsD27-1 and CsD27-3, clearly differing in
their expression patterns; specifically, CsD27-1 was mainly expressed in the undeveloped stigma and
roots, where it is induced by Rhizobium colonization. On the contrary, CsD27-2 and CsD27-3 were
mainly expressed in leaves, with a preferential expression of CsD27-3 in this tissue. In vivo assays
show that CsD27-1 catalyzes the isomerization of all-trans- to 9-cis-β-carotene, and could be involved
in the isomerization of zeaxanthin, while CsD27-3 catalyzes the isomerization of all-trans- to cis-ζ-
carotene and all-trans- to cis-neurosporene. Our data show that CsD27-1 and CsD27-3 enzymes are
both involved in carotenoid isomerization, with CsD27-1 being specific to chromoplast/amyloplast-
containing tissue, and CsD27-3 more specific to chloroplast-containing tissues. Additionally, we show
that CsD27-1 is co-expressed with CCD7 and CCD8 mycorrhized roots, whereas CsD27-3 is expressed
at higher levels than CRTISO and Z-ISO and showed circadian regulation in leaves. Overall, our data
extend the knowledge about carotenoid isomerization and their implications in several physiological
and ecological processes.

Keywords: apocarotenoids; carotenoids; expression; isomerase activity; leaves; mycorrhiza;
root; stigmas

1. Introduction

Carotenoids are a class of C40 hydrocarbon compounds formed through the conden-
sation of isoprenoids [1]. They play important roles in numerous physiological processes
in plants. In more detail, carotenoids act as accessory pigments in photosynthesis and
serve as photoprotective agents by quenching singlet oxygen, which might damage chloro-
phyll. In addition, carotenoids act as precursors in the biosynthesis of apocarotenoids,
such as vitamin A and abscisic acid (ABA) or strigolactones (SLs) [1]. In particular, SLs are
carotenoid-derived terpenoid lactones that were for the first time identified as germination
stimulants for parasitic plant seeds [2]. Later on, SLs were shown to affect different aspects
of plant biology: they act as signals to recruit arbuscular mycorrhizal fungi, and more
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recently as plant hormones to regulate different processes, e.g., plant architecture (inhibition
of bud outgrowth and of shoot branching), root development, stem growth, senescence [3],
responses to abiotic factors [4] and flower induction [5].

While all-trans-β -carotene acts as a precursor to SLs, trans-zeaxanthin has also been
shown to act as a precursor to other non-canonical SLs [6]. Both carotenoids are converted
sequentially into carlactone and 3-OH-carlactone, respectively, by the isomerase D27,
followed by the action of carotenoid cleavage dioxygenase 7 (CCD7) and 8 (CCD8) [7],
which have been previously characterized in saffron [8]. Further conversion of carlactone
to carlactonic acid is catalyzed by cytochrome P450 monooxygenase More Axillary Growth
1 (MAX1/CYP711A in the P450 family) [7].

D27 was originally mutationally defined in rice [9], and reverse genetic approaches
in Arabidopsis indicate a similar function in these species [10]. D27 is an iron-containing
protein with isomerase activity that produces the substrates for CCD7 [7] (Figure 1). In
plants, green algae, and cyanobacteria, the D27 family is divided into three clades: clade 1,
clade 2 and clade 3. The first described D27 protein, involved in SL biosynthesis, belongs
to clade 1. The function of the other D27 homologs remains unknown [10], albeit the
presence of reduced levels of ABA in loss-of-function mutants of these D27 homologs
suggest their implication in the isomerization of neoxanthin or violaxanthin used in ABA
biosynthesis [11]. Although Arabidopsis D27 is induced by ABA [12], the mutant also
showed reduced ABA levels, but is not involved in the formation of ABA precursors, 9-cis-
violaxanthin or -neoxanthin [13]. However, several studies suggest a connection between
the SL and ABA pathways; ABA-deficient mutant plants impaired in different steps of ABA
biosynthesis exhibit reduced SL levels, and SL mutants have altered ABA levels [14,15].
Interestingly, another carotenoid isomerase, Z-ISO, which functions in isomerization of
9,15,9′-tri-cis-ζ-carotene to 9,9′-di-cis-ζ-carotene (Figure 1), and CRTISO, which catalyzes
isomerization of 7,9,9′,7′-tetra-cis-lycopene or prolycopene to all-trans-lycopene (Figure 1),
have been shown to be required for the production of SLs and ABA in rice [16,17].

Crocus sativus L. is an economically important monocotyledonous crop producing saf-
fron spice obtained from the dry stigmas of the flower. C. sativus is a sterile plant, multiplied
through a subterranean modified stem, the corm [18]. The appreciation for saffron spice as
a food additive has been observed in the past and continues today, being considered the
world’s highest priced spice [19]. In addition, saffron continues to be used in the traditional
medicine of many cultures [20,21]. Numerous studies have demonstrated its therapeutic
properties, [22–25] increasing the demand of saffron for medical and cosmetic applica-
tions. Therefore, it will be necessary to develop new methodologies in order to increase
the production of this crop. Altitude, temperature, photoperiod, soil, and topographical
location are the critical environmental parameters that affect saffron production [26]. In this
context, strigolactones, as important players in plant growth and development and also in
plant adaptation to environmental changes [27], can pave the way for new innovative crop
enhancement applications. However, few studies in saffron have focused on SLs and their
related processes: we have previously displayed that CsCCD7 and CsCCD8 are involved in
the production of SLs which take part, synergistically with auxins, in the inhibition of corm
axillary bud sprouting [8], and that phytoene synthase 3 (CsPSY3) expression is associated
with mycorrhizal colonization and strigolactone synthesis [28].

Here, we isolated and characterized three D27 members, the canonical D27 gene in
saffron (CsD27-1) and two D27-like genes (CsD27-2 and CsD27-3). CsD27-1, the functional
ortholog of rice DWARF27, was mainly expressed in stigma and in roots, where it was
induced by Rhizobium colonization. By contrast, CsD27-2 and CsD27-3 were mainly ex-
pressed in leaves, with CsD27-3, showing a much higher expression in this tissue exhibiting,
additionally, a diurnal expression pattern. While the CsD27-2 function remains unknown,
CsD27-3 catalyzed the isomerization of linear carotenoids ζ-carotene and neurosporene,
acting in the opposite direction to the carotenoid isomerases Z-ISO and CRTISO.
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Figure 1. Carotenoid biosynthetic pathway from geranylgeranyl diphosphate to β-carotene. The 
steps in which carotenoid isomerases are known to be involved are indicated by the name of the 
corresponding enzymes. The described isomerase activity of D27 over β-carotene is indicated in red. 
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Figure 1. Carotenoid biosynthetic pathway from geranylgeranyl diphosphate to β-carotene. The
steps in which carotenoid isomerases are known to be involved are indicated by the name of the
corresponding enzymes. The described isomerase activity of D27 over β-carotene is indicated in red.

2. Results
2.1. Isolation and Identification of SL Biosynthetic Gene D27 in Saffron

We used the amino acid sequences of rice and Arabidopsis D27 proteins as queries to
identify putative D27 orthologs in saffron transcriptomes [18,29]. Three D27 homologues,
all containing the DUF4033 domain, were identified, and named as CsD27-1 (GenBank
ON003971), CsD27-2 (GenBank ON003972) and CsD27-3 (GenBank ON003973) (Figure 2a).
The identity among the amino acid sequences ranged from 27–35% (Figure 2b). CsD27-1
encodes a protein of 257 amino acids in length and showed the highest identity (61.5%)
of XP_020242076.1 from Asparagus officinalis, with the major differences being present
in the first N-t part of the amino acid sequence. CsD27-2 showed the highest identity
(71%) of XP_010921474.1 from Elaeis guineensis, and CsD27-3 showed the highest identity
(80%) of XP_008784872.1. from Phoenix dactylifera. The prediction program DeepLoc
(http://www.cbs.dtu.dk, accessed on 5 December 2021) predicts a transit peptide for
plastid location for all the analyzed CsD27 proteins, in addition to association to membranes
(Figure S1). Subsequently, the amino acid sequences for CsD27-1 to -3 were used to build

http://www.cbs.dtu.dk
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up a phylogenetic tree to determine their positions among other D27 proteins from different
plant species (Figure 3). The CsD27 proteins fall into three different clusters (Figure 3);
depending on the plant species, up to three D27 paralogs have been identified. This is
the case in Arabidopsis, rice [10], maize, apple, strawberry [30], E. guineensis, and Musa
accuminata. However, in these species and in most of the plant species sequenced so far,
only one canonical copy for D27 is present in the genome (https://phytozome.jgi.doe.gov/,
accessed on 2 April 2021), and the other genes are referred to as D27-like [10]. In saffron,
CsD27-1 and CsD27-3 seem to have evolved by gene duplication from a single D27-like gene
copy (Figure 3), while CsD27-2 evolved independently.
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Figure 2. Sequence characteristics of CsD27 enzymes. (a) Amino acid sequence alignments among
CsD27 enzymes. The amino acid sequence alignments were made by CLUSTAL omega. Conserved
cysteines (C) are highlighted in grey, to indicate structural conservation. Amino acids that constitute
the conserved domain of D27 isomerase in higher plants are framed in black. Asterisks denote fully
conserved residues, while colons and dots denote partially conserved residues. (b) Percent identity
matrix among the CsD27 amino acid sequences.

https://phytozome.jgi.doe.gov/
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2.2. Expression Levels in Vegetative Tissues and Saffron Stigmas

To determine the possible roles of these enzymes in saffron, their expression levels
were analyzed by qPCR in different vegetative tissues and in the stigma throughout its
development. Among all tissues tested, CsD27-1 was preferentially expressed in the roots,
while CsD27-2 and CsD27-3 were mainly expressed in the leaves (Figure 4a). The expression
patterns were also analyzed in the stigma tissue at different developmental stages. In this
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tissue, CsD27-1 transcripts increased from the yellow to the red stages, and the expression
decreased afterwards (Figure 4b). CsD27-2 was mainly expressed in the undeveloped
stigma, but at lower levels than in leaves, and CsD27-3 showed low expression levels in the
stigma tissue (Figure 4b).
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Figure 4. Relative expression levels of CsD27-1, -2 and -3 in vegetative and reproductive tissues
investigated by qRT-PCR. (a) Transcripts levels in corm, leaf, root, stamen and tepal. (b) Expression
levels in six developmental stages of the stigma. Bars represent mean± SD (n = 3 biological replicates).

We then further investigated the expression profiles of CsD27-1 and CsD27-3, due to
their predominant expression in specific tissues, in roots for CsD27-1 and leaves in the case
of CsD27-3. The expression of CsD27-1 was analyzed in mycorrhized and non-mycorrhized
roots, in addition to the expression analyses of CCDs, including CCD1, CCD4, CCD7 and
CCD8. The levels of expression of CsD27-1, CCD7 and CCD8 were higher in mycorrhized
roots than in non-mycorrhized roots (Figure S2a). For CsD27-3, its expression level was
analyzed in leaves at different time points throughout the day. We noticed fluctuations
of its expression level: it was highly expressed between 10:00 till 14:00, and its expression
dropped between 22:00 and 02:00. (Figure S2b).

Simultaneously, we analyzed the carotenoid profiles in stigmas, leaves and roots
(Figure S3 and Table S2), giving special consideration to cis-isomers. In the stigma tissue,
zeaxanthin and all-trans-β-carotenes were the main carotenoids detected (Figure S3 and
Table S2), whereas in leaves, all-trans-β-carotene, lutein and all-trans-violaxanthin were the
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most abundant carotenoids (Figure S3 and Table S2). In roots, the main carotenoid detected
was all-trans-β-carotene (Figure S3 and Table S2). Regarding the presence of cis-isomers in
these tissues, leaves showed the highest number of cis-carotenoids, mainly cis-violaxanthin
and cis-lutein isomers (Table S2), which were absent in stigma and root tissue. In stigma
tissue, cis-isomers were detected for lycopene, which was absent in leaves and root tissue.
However, cis-isomers of β-carotene were detected in roots, stigma, and leaves (Table S2).
We further analyzed the expression of the carotenoid isomerases ZISO and CRTISO in
stigma, in dark (D) and light (L), and in leaves (Figure S4). The expression levels of both
isomerases were very high in the stigma tissue, much higher than the expression of CsD27-1,
but were present at much lower levels in leaves, where CsD27-3 was expressed at higher
levels (Figure S4).

2.3. Activity Assays of CsD27 in E. coli and N. benthamiana

Carotenoid-accumulating E. coli cells have been used to characterize the activity of
rice OsD27 and Arabidopsis D27 [13,31]. We focused our interest in CsD27-1 and CsD27-3,
due to their tissue-specific expression, and their activities were tested using E. coli cells
accumulating different carotenoids. CsD27-1 was expressed in β-carotene accumulating
E. coli strains to investigate whether the saffron enzyme showed the same activity previously
determined for the rice and Arabidopsis enzymes on β-carotene. The introduction of
CsD27-1 in β-carotene-accumulating E. coli cells led to an increase in 13-cis, 15-cis and
9-cis: all-trans-β-carotene ratio, compared to the control extracts obtained from E. coli cells,
transformed with the void plasmid (Figure 5a,b).

The observed activity in β-carotene-accumulating E. coli was further tested by tran-
sient expression of CsD27-1 in Nicotiana benthamiana leaves. To optimize the accumulation
of CsD27-1 in N. benthamiana leaves, the gene was transiently co-expressed in 4-week-old
wild-type N. benthamiana plants together with the gene P19, encoding a viral gene silencing
suppressor from the Cymbidium ringspot virus (Pbin61:P19 vector). Two batches of plants
were prepared; one batch was kept 8 dpi under normal growth conditions (12 h of light
per day, 24 ◦C, 60% relative humidity), and the other batch of plants was grown in the
dark in the last 48 h before the material was collected at 8 dpi. The analyses of β-carotene
isomers revealed an increase of cis-isomers, higher in the dark conditions (Figure 6a–c). An
increase was also observed of cis-isomers of zeaxanthin and lutein (Figure 6c), although
the percentage of these cis-isomers was lower compared with the cis-isomers of β-carotene.
Further, we analyzed these samples for the presence of apocarotenoids that could result
from the activity of CCD7 on β-carotene isomers (Figure 6d). CCD7 catalyzed the cleav-
age of 9-cis-β-carotene, leading to 9-cis-β-apo-10′-carotenal and β-ionone [32]. Similarly,
it also catalyzed the cleavage of the 9′,10′ double bond in 9-cis-zeaxanthin, leading to
9-cis-3-OH-β-apo-10′-carotenal and 3-OH-β-ionone [33]. We searched for the presence
of apocarotenoid compounds in the tobacco leaves from the transient expression assays.
Several apocarotenoids were detected at different levels in the analyzed samples, with the
highest levels detected in those obtained from the leaves transiently expressing CsD27-1
(Figure 6d). These leaves also showed higher levels of ABA and ABA glucosyl ester
(ABA-GE) compared to the other samples (Figure S5).
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the dark in the last 48 h before the material was collected at 8 dpi. The analyses of β-

Figure 5. HPLC analysis of the reaction catalyzed by CsD27-1 in vivo on β-carotene produced by
E. coli cells. (a) pThio+CsD27-1, converts all-trans-β-carotene (III) to 9-cis-β-carotene (IV), 13-cis-
β-carotene (II) and to15-cis-β-carotene (I). (b) Percentages of all the cis-β-carotene isomers were
significantly increased in the cells expressing the CsD27-1 enzyme. Statistical analysis was performed
using student-t test. A designation of ** = p < 0.01 (t-test). n = 3 independent biological replicate
experiments. Error bars represent SD.



Int. J. Mol. Sci. 2022, 23, 10543 9 of 19Int. J. Mol. Sci. 2022, 23, x FOR PEER REVIEW 11 of 21 
 

 

 
Figure 6. In planta activity of CsD27-1. (a) HPLC analysis of in vivo CsD27-1 activity in leaves of N. 
benthamiana plants grown during 48h in dark conditions. (b) HPLC analysis of in vivo CsD27-1 ac-
tivity in leaves of N. benthamiana plants grown under standard light conditions. (c) Percentage of 
cis-9-β-carotene isomer was significantly increased in N. benthamiana leaves agroinfiltrated with 

Wt CsD27-1

48h Dark
(D)

nm300400500

nm300400500

All-trans-β-carotene

9-cis-β-carotene

Ab
so

rb
an

ce
m

AU
45

0 
nm

Light
(L)

CsD27-1WtAb
so

rb
an

ce
m

AU
45

0 
nm

a

c

d

1                        1
11

2                             2
2                             2

b

0

0,05

0,1

0,15

0,2

0,25 Wt L

Wt D

CsD27-1 L

CsD27-1 D

0

0,003

0,006

0,009
***

***

***

***

Fo
ld

IS

***

Pe
rc

en
ta

ge

**

***
***

**

0
20
40
60
80

100
120 Wt-L Wt-D D27-L D27-D

0
1
2
3
4
5
6

cis-zeaxanthin cis-lutein

***
***

**

**

**

Figure 6. In planta activity of CsD27-1. (a) HPLC analysis of in vivo CsD27-1 activity in leaves of
N. benthamiana plants grown during 48 h in dark conditions. (b) HPLC analysis of in vivo CsD27-1
activity in leaves of N. benthamiana plants grown under standard light conditions. (c) Percentage
of cis-9-β-carotene isomer was significantly increased in N. benthamiana leaves agroinfiltrated with
35S::CsD27-1 in both dark and under standard light conditions. Ratio was calculated based on peak
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area of 9-cis-β-carotene to all-trans-β-carotene in the chromatograms in (a,b). (d) Increase in apoc-
arotenoid levels in N. benthamiana leaves agroinfiltrated with 35S::CsD27-1 in both dark and under
standard light conditions. Statistical analysis was performed using the Student t-test. Asterisks
indicate differences from wild type (** = p < 0.01, *** = p < 0.001 t-test). n = 3 independent biological
replicate experiments. Error bars represent SD.

Due to the detection of higher levels of apocarotenoids derived from the zeaxanthin
cleavage in the samples expressing CsD27-1, the gene was introduced in zeaxanthin-
accumulating E. coli cells to test its activity on all-trans-zeaxanthin, but no isomerization
was observed (Figure S6).

Furthermore, CsD27-3 was expressed in zeaxanthin-, β-carotene-, lycopene-, neurosporene-
and ζ-carotene-accumulating E. coli strains in order to investigate the activity of the encod-
ing enzyme. The introduction of CsD27-3 in ζ-carotene-accumulating E. coli cells growing
in dark conditions led to an increase in the cis:all-trans-ζ-carotene ratio compared to the
control strain transformed with the void plasmid, specifically an increase in the content
of 9,15,9’-tri-cis-ζ-carotene was observed (Figure 7a,b). The construct pThio+CsD27-3
was transformed in E. coli cells producing neurosporene growing in dark conditions. An
increased ratio of the cis:all-trans-neurosporene was obtained compared to the control
strain transformed with the void vector (Figure 7c,d). The observed isomers have the
followingλmax: isomer I: 330,412,436,465; isomer II: 320, 332, 410, 436, 462; isomer III: 330,
410, 435, 462, and IV: 416, 440, 470. These isomers were tentatively identified as 15-cis-
neurosporene, 13-cis-neuropsorene, 9-cis-neurosporene, and all-trans-neurosporene [34].
The expression of CsD27-3 in lycopene-accumulating E.coli cells unraveled a less pro-
nounced activity, resulting in a relative increase in the content of only one cis-isomer,
which presumably corresponded to 13-cis-lycopene (peak III) (Figure S7a–b). In contrast
to ζ-carotene-, neurosporene- and lycopene-accumulating strains, we did not observe any
isomerization activity upon the expression of CsD27-3 in β-carotene and zeaxanthin back-
ground (Figure S7c–d). The assays were also done under constant light (Figure S8), but the
activity of CsD27-3 could not be detected over ζ-carotene, nor neurosporene.
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Figure 7. Analysis of CsD27-3 activity in E. coli cells accumulating the linear carotenoids ζ-carotene
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(pThio+CsD27-3) of CsD27-3. MaxPlot chromatograms showing each peak at its spectra are presented.
Peak I: 9,15,9′-tri-cis-ζ-carotene; peak II: 9,9′-di-cis-ζ-carotene; peak III: all-trans-ζ-carotene. Absorp-
tion spectra of specific peaks are presented in inset boxes. 9,15,9′-tri-cis-ζ-carotene is distinguished
from the 9,9′-cis-isomer by the typical absorbance at 296 nm. (b) Percentage of 9,15,9′-tri-cis-ζ-carotene
isomer was significantly increased in the cells expressing the CsD27-3 enzyme. A designation of
** = p < 0.01 (t-test). n = 3 independent biological replicate experiments. Error bars represent SD.
(c) HPLC analyses of carotenes extracted in the absence (pThio-θ) and presence (pThio+CsD27-3)
of CsD27-3. MaxPlot chromatograms showing each peak at its spectra are presented. Peak I: 15-
cis-neurosporene; peak II: 13-cis-neurosporene; peak III: 9-cis-neurosporene, and peak IV: all-trans-
neurosporene. Absorption spectra of specific peaks are presented in boxes. (d) Percentage of all
cis-isomers was significantly increased in the cells expressing the CsD27-3 enzyme. Statistical analysis
was performed using the Student t-test. A designation of *** = p < 0.001 (t-test). n = 3 independent
biological replicate experiments. Error bars represent SD.

3. Discussion

The physiological role of D27 with respect to its shoot branching and gene regulation
has been characterized in several plant species, including rice [9], Medicago truncatula [35,36],
Arabidopsis thaliana [10], chrysanthemum [37,38], and Fragaria vesca [30]. In saffron we have
identified a D27 orthologous gene, named CsD27-1, and two additional D27-like genes,
CsD27-2 and CsD27-3, with unknown function [39]. All the identified genes encode for pro-
teins with a putative plastid location signal. However, the expression levels of the identified
genes in saffron was tissue-specific, with CsD27-1 and CsD27-3 showing clearly different
expression patterns. CsD27-1 was highly expressed in the stigma tissue, more specifically
in undeveloped stigmas, reaching peak expression in red stigmas, followed by high expres-
sion in the root tissue, although SLs have been detected in the roots of saffron but not in
the stigma [8]. Interestingly, CsCCD7 and CsCCD8 transcripts have been mainly detected in
the immature stigma [8], where they can be involved in the elongation of this tissue during
its development, controlled by external factors such as temperature and light [29]. The
expressions of CsD27-2 and CsD27-3 were higher in leaves than in the other tissues. The
preferential expression of CsD27-3 in leaves suggests a specific role in chloroplasts. Further,
the CsD27-3 transcript exhibited large daily oscillations, indicating that CsD27-3 expression
was regulated by the circadian clock. Besides its high expression in leaves, CsD27-2 tran-
script levels were also high in the stigma tissue and followed a similar pattern of expression
to CsD27-1. Expression levels of canonical D27 in other plant species showed expression in
roots and shoots, e.g., rice D27, which is especially expressed in the vasculature of these
tissues [9]. In Arabidopsis, D27 expression was developmentally controlled, with high
expression levels in the primordia of lateral roots of seedlings, in radicles of immature
seeds, and in the style and stigma tissues during the reproductive stage [13]. In root tissue,
CsD27-1 gene expression increased in mycorrhizal roots, as previously observed in rice [40]
and in Lotus japonicus [41]. Expression analysis showed that AtD27-like-1 (NP_564838), the
homolog of CsD27-3, was highly expressed in cotyledons, young intermediate leaves and
sepals [11], and the expression levels were 10-fold higher compared to the other AtD27-like
(NP_680560), the CsD27-2 homolog, which showed high expression levels in cotyledons,
young, intermediate and mature leaves, silique pedicel, and sepals [11]. In the case of
rice, the CsD27-3 homolog in Oryza rufipogon was expressed specifically in green tissue
and induced by light [42], as in the case of CsD27-3. In addition, the analyses of a specific
transcriptome of A. thaliana plants under high-intensity light without heat stress revealed
that AtD27-like-1 (NP_564838) was present among the 560 upregulated genes regulated by
light, and showed an increased expression under high light stress conditions [43]. Further,
this protein has been identified in the thylakoid membrane [44]. More recently, it was
reported [45] that photosynthesis is gradually established from coleoptile, to incomplete
leaf, to complete leaf in rice, but is fully functional in cotyledons of A. thaliana. From the
published transcriptomes of this work, we analysed the expression of D27 and D27-like
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genes in rice and Arabidopsis, and observed increased expression levels of the CsD27-3
homolog in rice (Figure S9) associated with increased expression levels of chloroplast
proteins in rice [45], suggesting the involvement of D27-3 in chloroplast development and
in the establishment of photosynthetic machinery. By contrast, D27 and the other D27-like
(2) gene expression levels were not associated with the establishment of the photosynthesis
machinery in rice leaves (Figure S9). The involvement of the protein encoded by the Ara-
bidopsis (At1g64680) homolog to the CsD27-3 gene in photosynthesis was recently reported
in a study looking for NFU3 (Chloroplastic maturation factor) targets [46]. Among other
affected proteins were found PsaA, PsaB, PsaC of photosystem I, HCF1, and PETC, all of
them characterized by the presence of Fe-S clusters. These clusters are essential for many
metabolic processes occurring in chloroplasts, e.g., carbon fixation, sulphur and nitrogen
assimilation, amino acid, and vitamin and pigment biosynthetic pathways [47]. NFU3
plays major roles in the biogenesis of chloroplastic 4Fe-4S clusters [48], suggesting the
presence of this kind of cluster in D27-3. Interestingly, OsD27 contains iron [9,49], and its
activity was inhibited by the presence of silver acetate, which indicated the involvement of
an 4Fe-4S cluster in the catalysis [50]. A total of eight conserved cytosines were found in all
CsD27 proteins, which can be involved in the coordination of the 4Fe-4S cluster. In addition,
a recent publication includes Arabidopsis D27 and D27-like proteins as Fe-containing
proteins [51].

For the expression analyses of the D27 homologs in different tissues of O. sativa,
available databases of gene expression were explored to investigate the expression of D27
like genes (https://rapdb.dna.affrc.go.jp, accessed on 5 February 2022). Data were only
obtained for the CsD27-3 homolog (Os08g0114100, XP_015648697.1), which was expressed
in green tissue, induced by light and developmentally regulated. No expression data
were found for the CsD27-2 homolog. Several tomato gene expression databases were
also analysed (Figure S10). The tomato D27 gene was preferentially expressed in roots.
The CsD27-2 homolog (SolyC09g065750.2) showed higher expression levels than D27 and
was mainly expressed in mature leaves, whereas the CsD27-3 homolog (SolyC06g084610.2)
was mainly expressed in young green tissues. In summary, all the obtained and collected
data point out the involvement of CsD27-3 and homologs into processes related to chloro-
plast development.

An unidentified apocarotenoid signal generated during acyclic cis-carotene biosyn-
thesis has been shown to regulate nuclear gene expression and chloroplast biogenesis
in Arabidopsis tissues [52]. Previous activity assays in carotenoid-accumulating E. coli
strains performed with OsD27 and AtD27 demonstrated that both enzymes are the carotene
isomerases required to initiate SL biosynthesis [7,13,31]. We found evidence that CsD27-1
catalyzes the isomerization of trans-β-carotene to cis-β-carotene, being the functional ho-
molog of the rice and Arabidopsis D27 isomerase. In addition, transient expression of
CsD27-1 in N. benthamiana showed an increase not only in cis-β-carotene, but also in those
from lutein and zeaxanthin, although in minor proportions. Unexpectedly, we could not
detect the isomerase activity in zeaxanthin using the bacterial system, suggesting the
absence of appropriate conditions to act in this hydroxylated carotenoid. Interestingly,
apocarotenoid products resulting from the expected activity for CCD7 [33], including those
derived from β-carotene and zeaxanthin cleavage, increased as a result of the expression
of CsD27-1 in N. benthamiana. Furthermore, ABA levels were also increased as observed
previously in plants overexpressing D27 [15]. We also demonstrated, for the first time, the
activity of CsD27-3 in ζ-carotene and neurosporene. Upon expression of CsD27-3 in an
E. coli strain producing ζ-carotene, we observed an increase in 9,15,9’-tri-cis-ζ-carotene con-
tent, indicating an isomerization activity of CsD27-3 at the 15 double bond. When CsD27-3
was introduced in a strain producing neurosporene, it led to an increase in three isomers,
tentatively identified as 15-cis-neurosporene, 13-cis-neurosporene and 9-cis-neurosporene.
The in vivo test unraveled a weak activity promoting an increase in one lycopene isomer
that was tentatively identified as 13-cis-lycopene [53]. The activity showed by CsD27-3 and
its expression patterns could be associated to different processes occurring during the early
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development of the chloroplast. On one hand, cis-carotenes have been reported to be resis-
tant to non-enzymatic degradation [54]. Therefore preservation of cis-configuration could
be a way to preserve the small pool of carotenoids in the initial steps of chloroplast devel-
opment, and a guarantee of good photosynthetic development [55,56]. On the other hand,
cis-carotene cleavage products have been linked to feedback and feedforward regulation of
transcriptional and translational processes, as well as to organelle and nucleus communica-
tions [57]. Another point to take into consideration is that recently, an apocarotenoid signal,
probably originating from cis-neurosporene and perhaps from di-cis-ζ-carotene, has been
shown to be involved in the regulation of chloroplast biogenesis and leaf morphology in
Arabidopsis [58], although the presence and function of this apocarotenoid requires further
investigation in other plant species.

In conclusion, this study illustrates the differential activities of CsD27-1 and CsD27-3
enzymes and reveals for the first time the isomerase activity of CsD27-3. Whether CsD27-3
activity provides a substrate for the production of cis-apocarotenoids during the day/night
cycle, influencing metabolic and morphological traits according to light quality, or partici-
pates in the maintenance of cis/trans homeostasis in chloroplast, will require additional
and more in-depth research.

4. Materials and Methods
4.1. Plant Material and Treatments

C. sativus cultivated in the Jardín Botánico de Castilla-la Mancha (Albacete, Spain)
were used for all the experiments. Corms, leaves, roots, stamens, tepals and stigmas were
collected at different developmental stages as previously described [59]. All the tissues
were frozen in liquid nitrogen and stored at −80 ◦C until further use.

Mycorrhizal infection and detection were performed as previously described [28].

4.2. Isolation of cDNA Sequences Encoding D27 Enzyme in Saffron

C. sativus roots, leaves and orange stigmas were used for total RNA extraction using a
RNeasy Plant Mini Kit (Qiagen, Hilden, Germany). The obtained RNA was treated with
DNase and quantified. For all the samples, 1 µg was used for first-strand cDNA synthesis
by reverse transcription (RT) using a First-strand cDNA Synthesis Kit (GE Healthcare Life
Sciences, Buckinghamshire, UK). The cDNAs were used as templates for amplification of
D27 genes from saffron using PCR primers designed from the sequences obtained from
previous saffron transcriptomes [18,29] (Table S1). The conditions for PCR were as follows:
2 min at 95 ◦C, 35x (20 s at 95 ◦C, 20 s at 60 ◦C and 2 min at 72 ◦C) and finally 5 min at 72 ◦C.
The PCR products were separated in 1.0% agarose gels stained with ethidium bromide,
purified, ligated into the pGEMT vector (Promega, Madison, WI, USA) and introduced into
E. coli cells.

4.3. Phylogenetic Analysis

The amino acid sequences were aligned using the BLOSUM62 matrix with the ClustalW
(http://www.clustal.org, accessed on 2 February 2022) algorithm-based AlignX module
from MEGA Version 7.0 [60] (http://www.megasoftware.net/mega.html, accessed on
2 February 2022), and used to generate a Neighbor-Joining tree with bootstrap support
(2500 replicates). Gaps were deleted pairwise.

4.4. DNA Sequencing and Analysis of the DNA and Protein Sequences

Sequencing reactions were carried out using an automated DNA sequencer (ABI
PRISM 3730xl, Perkin Elmer, Macrogen Inc., www.macrogen.com, accessed on 2 May 2021).
Similarity searches were done using the BLAST suite of programs of the National Center for
Biotechnology Information (NCBI; http://www.ncbi.nlm.nih.gov, accessed on 2 May 2021).
Motif searches were performed using SignalP (http://www.cbs.dtu.dk/services/SignalP,
accessed on 2 August 2021). The proteins were modeled using the Phyre server (http:
//www.sbg.bio.ic.ac.uk/phyre2, accessed on 21 November 2021).

http://www.clustal.org
http://www.megasoftware.net/mega.html
www.macrogen.com
http://www.ncbi.nlm.nih.gov
http://www.cbs.dtu.dk/services/SignalP
http://www.sbg.bio.ic.ac.uk/phyre2
http://www.sbg.bio.ic.ac.uk/phyre2
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4.5. Expression Analysis

For expression analyses, stigmas, corms, roots, leaves, stamens and tepals were dis-
sected from ten plants and the same kind of tissues were pooled. Three independent
pools of these tissues were used as three biological replicas. TRIzol reagent (Invitrogen)
was utilized for RNA extraction. 1 µg of total RNA was used for first-strand cDNAs by
reverse transcription (RT) using an oligo dT primer and a First-strand cDNA Synthesis
Kit (GE Healthcare Life Sciences, Buckinghamshire, UK) according to the manufacturer’s
instructions. The cDNAs were used as templates using gene-specific primers (Table S1).
The cycling parameters of qPCR consisted of an initial denaturation at 94 ◦C for 5 min,
40 cycles at 94 ◦C for 20 s, 58 ◦C for 20 s, 72 ◦C for 20 s, and a final extension at 72 ◦C for
5 min. The assays were conducted in a StepOne™ Thermal Cycler (Applied Biosystems,
Foster City, CA, USA) and analyzed using StepOne software v2.0 (Applied Biosystems,
Foster City, CA, USA). DNA melt curves were created for each primer combination in order
to confirm the presence of a single product. Gene expression was calculated using the
2−∆∆CT method. The expression data were normalized based on CsRP18S [8,59].

4.6. Carotenoid Extraction and HPLC Analysis

Carotenoids were extracted and analyzed from 1 g of lyophilized tissue with
methanol:chloroform (1:1, v/v), as described previously [61]. The extract was reduced
to dryness and kept under a nitrogen atmosphere at −80 ◦C until HPLC-DAD analysis.

HPLC analysis of carotenoids was carried out using an Agilent 1100 liquid chro-
matography system equipped with a photodiode array detector. Data were analyzed with
Empower Software (Waters, Milford, MA, USA). The dry extracts were redissolved in
tert-methyl-butyl-ether and filtered through a 0.45 µm membrane. An aliquot (20 µL)
of samples was injected into a HPLC C30 column (column temperature 25 ◦C, flow rate
1.0 mL/min). Compounds were detected at 450 nm. Carotenoids were identified based on
their retention time and absorption spectra compared with authentic standards, and were
quantified according to their standard curves as previously described [61].

4.7. D27 Activity in E. coli Cells

To generate pThio-Dan1-CsD27-1 and pThio-Dan1-CsD27-3, the CsD27 cDNAs were
amplified without the plastid transit peptide (Table S1) and cloned by recombination using
an In-Fusion® HD Cloning Plus CE kit (Clontech Laboratories, Inc., Mountain View, CA,
USA) into the plasmid pThio-Dan1 flanked by EcoRI restriction enzyme. The resulting
plasmids were used for expression in carotenoid accumulating E. coli cells. Positive colonies
from the transformation reaction were inoculated in 5 mL of 2x YT media containing the
antibiotics ampicillin (50 µg/mL) and chloramphenicol (25 µg/mL) and grown overnight at
30 ◦C at 190 rpm. The overnight cultures were used to inoculate 50 mL 2x YT and cultured
at 30 ◦C until an optical density of 0.8 at 600 nm (OD600) was reached. The cells were
induced with 0.8% arabinose and grown overnight at 20 ◦C. The cells were harvested by
centrifugation (6000 rpm for 10 min), and the pigments were repeatedly extracted with a
total volume of 10 mL of acetone until the pellet was colorless. The solvent was evaporated
under N2 gas, and the pigments were resuspended with 0.3 mL tert-methyl-butyl-ether.
After centrifugation (13,000 rpm for 10 min), the extracts were analyzed using HPLC as
previously described [62].

4.8. Transient Expression of CsD27-1 in Nicotiana benthamiana

The pDGB3Ω1: [(PNos: Hyg: TNos): (P35S:CsD27-1:T35S)] was constructed following
the GB4.0 assembly strategy [63]. Briefly, the first step was the domestication of CsD27-1 by
removing the internal BsaI and BsmBI sites and adding the adapters; PCR amplifications of
CsD27-1 using GB-adapted primers, designed by GB4.0 tools (https://gbcloning.upv.es,
accessed on 15 March 2019), were performed using pGEMT-CsD27-1 as a template. The
resulting PCR fragment was cloned into the pUPD2 vector to yield domesticated GB parts
using a BsmBI restriction-ligation reaction. Several assembly construct combinations were
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performed via restriction-ligation reactions in order to obtain the final construct which
was transformed into E. coli. Positive white clones were selected under spectinomycin
(50 µg/mL) for the pDGB3Ω1 construct, and further confirmed by digestion and sequenc-
ing using an automated DNA sequencer (ABI PRISM 3730xl, Perkin Elmer, Macrogen
Inc., Seoul, Korea). Agrobacterium tumefaciens strain GV3101 was transformed by electro-
poration with the construct and selected on YEB agar with the corresponding antibiotics.
Transient expression experiments were carried out in N. benthamiana leaves as previously
described [64]. As controls, transformations of leaves with the empty vector were per-
formed. Eight-days after agroinfiltration, the leaves were collected and lyophilized. The
metabolites extracted with acetone and carotenoids were analyzed by HPLC-DAD, as
previously described [61]. Three independent experiments were performed to generate
three biological replicates for carotenoid analysis.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ijms231810543/s1.

Author Contributions: O.A. and L.G.-G. conceived and designed the research. A.J.L.-J., L.M., E.N.,
Á.R.-M., G.D. and L.G.-G. conducted the experiments. A.J.L.-J., L.M., M.M., O.A. and L.G.-G. analyzed
the data. O.A. and L.G.-G. wrote the manuscript. All authors have read and agreed to the published
version of the manuscript.

Funding: This work was supported by grants BIO2016-77000-R and PIB2020-114761RB-I00 from the
Ministerio de Ciencia e Innovación (MCIN).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: The original contributions presented in the study are included in the
article/Supplemental Material. Further inquiries can be directed to the corresponding authors.

Conflicts of Interest: The authors declare that the research was conducted in the absence of any
commercial or financial relationships that could be construed as a potential conflict of interest.

References
1. Rodriguez-Concepcion, M.; Avalos, J.; Bonet, M.L.; Boronat, A.; Gomez-Gomez, L.; Hornero-Mendez, D.; Limon, M.C.; Melen-

dez-Martinez, A.J.; Olmedilla-Alonso, B.; Palou, A.; et al. A global perspective on carote-noids: Metabolism, biotech-nology, and
benefits for nutrition and health. Prog. Lipid Res. 2018, 70, 62–93. [CrossRef] [PubMed]

2. Cook, C.E.; Whichard, L.P.; Turner, B.; Wall, M.E.; Egley, G.H. Germination of Witchweed (Striga lutea Lour.): Isolation and
Properties of a Potent Stimulant. Science 1966, 154, 1189–1190. [CrossRef] [PubMed]

3. Xu, X.; Jibran, R.; Wang, Y.; Dong, L.; Flokova, K.; Esfandiari, A.; McLachlan, A.R.G.; Heiser, A.; Sutherland-Smith, A.J.; Brummell,
D.A.; et al. Strigolactones regulate sepal senescence in Arabidopsis. J. Exp. Bot. 2021, 72, 5462–5477. [CrossRef] [PubMed]

4. Kameoka, H.; Kyozuka, J. Spatial regulation of strigolactone function. J. Exp. Bot. 2018, 69, 2255–2264. [CrossRef] [PubMed]
5. Zhang, Z.; Hu, Q.; Liu, Y.; Cheng, P.; Cheng, H.; Liu, W.; Xing, X.; Guan, Z.; Fang, W.; Chen, S.; et al. Strigolac-tone represses the

synthesis of melatonin, thereby inducing floral transition in Arabidopsis thaliana in an FLC-dependent manner. J. Pineal Res.
2019, 67, e12582. [CrossRef]

6. Baz, L.; Mori, N.; Mi, J.; Jamil, M.; Kountche, B.A.; Guo, X.; Balakrishna, A.; Jia, K.-P.; Vermathen, M.; Akiyama, K.; et al.
3-Hydroxycarlactone, a Novel Product of the Strigolactone Biosynthesis Core Pathway. Mol. Plant 2018, 11, 1312–1314. [CrossRef]

7. Alder, A.; Jamil, M.; Marzorati, M.; Bruno, M.; Vermathen, M.; Bigler, P.; Ghisla, S.; Bouwmeester, H.; Beyer, P.; Al-Babili, S. The
path from beta-carotene to carlactone, a strigolactone-like plant hormone. Science 2012, 335, 1348–1351. [CrossRef]

8. Rubio-Moraga, A.; Ahrazem, O.; Perez-Clemente, R.M.; Gomez-Cadenas, A.; Yoneyama, K.; Lopez-Raez, J.A.; Molina, R.V.;
Go-mez-Gomez, L. Apical dominance in saffron and the involvement of the branching enzymes CCD7 and CCD8 in the control
of bud sprouting. BMC Plant Biol. 2014, 14, 171. [CrossRef]

9. Lin, H.; Wang, R.; Qian, Q.; Yan, M.; Meng, X.; Fu, Z.; Yan, C.; Jiang, B.; Su, Z.; Li, J.; et al. DWARF27, an iron-containing protein
required for the biosynthesis of strigolactones, regulates rice tiller bud outgrowth. Plant Cell 2009, 21, 1512–1525. [CrossRef]

10. Waters, M.T.; Brewer, P.B.; Bussell, J.D.; Smith, S.M.; Beveridge, C.A. The Arabidopsis ortholog of rice DWARF27 acts up-stream
of MAX1 in the control of plant development by strigolactones. Plant Physiol. 2012, 159, 1073–1085. [CrossRef]

11. Klepikova, A.V.; Kasianov, A.S.; Gerasimov, E.S.; Logacheva, M.D.; Penin, A.A. A high resolution map of the Arabidopsis thaliana
developmental transcriptome based on RNA-seq profiling. Plant J. 2016, 88, 1058–1070. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/ijms231810543/s1
https://www.mdpi.com/article/10.3390/ijms231810543/s1
http://doi.org/10.1016/j.plipres.2018.04.004
http://www.ncbi.nlm.nih.gov/pubmed/29679619
http://doi.org/10.1126/science.154.3753.1189
http://www.ncbi.nlm.nih.gov/pubmed/17780042
http://doi.org/10.1093/jxb/erab199
http://www.ncbi.nlm.nih.gov/pubmed/33970249
http://doi.org/10.1093/jxb/erx434
http://www.ncbi.nlm.nih.gov/pubmed/29300937
http://doi.org/10.1111/jpi.12582
http://doi.org/10.1016/j.molp.2018.06.008
http://doi.org/10.1126/science.1218094
http://doi.org/10.1186/1471-2229-14-171
http://doi.org/10.1105/tpc.109.065987
http://doi.org/10.1104/pp.112.196253
http://doi.org/10.1111/tpj.13312
http://www.ncbi.nlm.nih.gov/pubmed/27549386


Int. J. Mol. Sci. 2022, 23, 10543 17 of 19

12. Jia, K.-P.; Mi, J.; Ali, S.; Ohyanagi, H.; Moreno, J.C.; Ablazov, A.; Balakrishna, A.; Berqdar, L.; Fiore, A.; Diretto, G.; et al.
An alternative, zeaxanthin epoxidase-independent abscisic acid biosynthetic pathway in plants. Mol. Plant 2022, 15, 151–166.
[CrossRef] [PubMed]

13. Abuauf, H.; Haider, I.; Jia, K.-P.; Ablazov, A.; Mi, J.; Blilou, I.; Al-Babili, S. The Arabidopsis DWARF27 gene encodes an all-
trans-/9-cis-β-carotene isomerase and is induced by auxin, abscisic acid and phosphate deficiency. Plant Sci. 2018, 277, 33–42.
[CrossRef] [PubMed]

14. López-Ráez, J.A.; Kohlen, W.; Charnikhova, T.; Mulder, P.; Undas, A.K.; Sergeant, M.J.; Verstappen, F.; Bugg, T.D.H.; Thompson,
A.J.; Ruyter-Spira, C.; et al. Does abscisic acid affect strigolactone biosynthesis? New Phytol. 2010, 187, 343–354. [CrossRef]

15. Haider, I.; Andreo-Jimenez, B.; Bruno, M.; Bimbo, A.; Floková, K.; Abuauf, H.; Ntui, V.O.; Guo, X.; Charnikhova, T.; Al-Babili, S.;
et al. The interaction of strigolactones with abscisic acid during the drought response in rice. J. Exp. Bot. 2018, 69, 2403–2414.
[CrossRef]

16. Liu, L.; Xie, T.; Peng, P.; Qiu, H.; Zhao, J.; Fang, J.; Patil, S.B.; Wang, Y.; Fang, S.; Chu, J.; et al. Mutations in the MIT3 gene
en-coding a caroteniod isomerase lead to increased tiller number in rice. Plant Sci. 2018, 267, 1–10. [CrossRef]

17. Liu, X.; Hu, Q.; Yan, J.; Sun, K.; Liang, Y.; Jia, M.; Meng, X.; Fang, S.; Wang, Y.; Jing, Y.; et al. ζ-Carotene Iso-merase Suppresses
Tillering in Rice through the Coordinated Biosynthesis of Strigolactone and Abscisic Acid. Mol. Plant 2020, 13, 1784–1801.
[CrossRef]

18. Renau-Morata, B.; Nebauer, S.G.; García-Carpintero, V.; Cañizares, J.; Gómez Minguet, E.; de los Mozos, M.; Mo-lina, R.V. Flower
induction and development in saffron: Timing and hormone signalling pathways. Ind. Crops Prod. 2021, 164, 113370. [CrossRef]

19. Winterhalter, P.; Straubinger, M. Saffron-renewed interest in an ancient spice. Food Rev. Int. 2000, 16, 39–59. [CrossRef]
20. Abdullaev, F.I.; Espinosa-Aguirre, J.J. Biomedical properties of saffron and its potential use in cancer therapy and chemoprevention

trials. Cancer Detect. Prev. 2004, 28, 426–432. [CrossRef]
21. Hosseinzadeh, H.; Sadeghnia, H.R.; Ghaeni, F.A.; Motamedshariaty, V.S.; Mohajeri, S.A. Effects of saffron (Crocus sativus L.) and

its active constituent, crocin, on recognition and spatial memory after chronic cerebral hypoperfusion in rats. Phytother. Res. 2012,
26, 381–386. [CrossRef]

22. Poma, A.; Fontecchio, G.; Carlucci, G.; Chichiricco, G. Anti-inflammatory properties of drugs from saffron crocus. Anti-Inflamm.
Anti-Allergy Agents Med. Chem. 2012, 11, 37–51. [CrossRef] [PubMed]

23. Zhang, Z.; Wang, C.Z.; Wen, X.D.; Shoyama, Y.; Yuan, C.S. Role of saffron and its constituents on cancer chemoprevention. Pharm.
Biol. 2013, 51, 920–924. [CrossRef] [PubMed]

24. Patel, S.; Sarwat, M.; Khan, T.H. Mechanism behind the anti-tumour potential of saffron (Crocus sativus L.): The molecular
perspective. Crit. Rev. Oncol. Hematol. 2017, 115, 27–35. [CrossRef] [PubMed]

25. Mzabri, I.; Addi, M.; Berrichi, A. Traditional and Modern Uses of Saffron (Crocus Sativus). Cosmetics 2019, 6, 63. [CrossRef]
26. Cardone, L.; Castronuovo, D.; Perniola, M.; Cicco, N.; Candido, V. Evaluation of corm origin and climatic conditions on saffron

(Crocus sativus L.) yield and quality. J. Sci. Food Agric. 2019, 99, 5858–5869. [CrossRef]
27. Chi, C.; Xu, X.; Wang, M.; Zhang, H.; Fang, P.; Zhou, J.; Xia, X.; Shi, K.; Zhou, Y.; Yu, J. Strigolactones positively regulate abscisic

acid-dependent heat and cold tolerance in tomato. Hortic. Res. 2021, 8, 237. [CrossRef]
28. Ahrazem, O.; Diretto, G.; Argandona Picazo, J.; Fiore, A.; Rubio-Moraga, A.; Rial, C.; Varela, R.M.; Macias, F.A.; Castillo, R.;

Romano, E.; et al. The Specialized Roles in Carotenogenesis and Apocarotenogenesis of the Phytoene Synthase Gene Family in
Saffron. Front. Plant Sci. 2019, 10, 249. [CrossRef]

29. Ahrazem, O.; Rubio-Moraga, A.; Argandona-Picazo, J.; Castillo, R.; Gomez-Gomez, L. Intron retention and rhythmic diel pattern
regulation of carotenoid cleavage dioxygenase 2 during crocetin biosynthesis in saffron. Plant Mol. Biol. 2016, 91, 355–374.
[CrossRef]

30. Wu, H.; Li, H.; Chen, H.; Qi, Q.; Ding, Q.; Xue, J.; Ding, J.; Jiang, X.; Hou, X.; Li, Y. Identification and expression analysis of
strigolactone biosynthetic and signaling genes reveal strigolactones are involved in fruit development of the woodland strawberry
(Fragaria vesca). BMC Plant Biol. 2019, 19, 73. [CrossRef]

31. Bruno, M.; Al-Babili, S. On the substrate specificity of the rice strigolactone biosynthesis enzyme DWARF27. Planta 2016, 243,
1429–1440. [CrossRef] [PubMed]

32. Booker, J.; Auldridge, M.; Wills, S.; McCarty, D.; Klee, H.; Leyser, C. MAX3/CCD7 is a carotenoid cleavage dioxygenase required
for the synthesis of a novel plant signaling molecule. Curr. Biol. 2004, 14, 7. [CrossRef] [PubMed]

33. Bruno, M.; Hofmann, M.; Vermathen, M.; Alder, A.; Beyer, P.; Al-Babili, S. On the substrate- and stereo-specificity of the plant
carotenoid cleavage dioxygenase 7. FEBS Lett. 2014, 588, 1802–1807. [CrossRef] [PubMed]

34. Katayama, N.; Hashimoto, H.; Koyama, Y.; Shimamura, T. High-performance liquid chromatography of cis-trans isomers of
neurosporene: Discrimination of cis and trans configurations at the end of an open con-jugated chain. J. Chromatogr. 1990, 519, 6.
[CrossRef]

35. Liu, W.; Kohlen, W.; Lillo, A.; Op den Camp, R.; Ivanov, S.; Hartog, M.; Limpens, E.; Jamil, M.; Smaczniak, C.; Kaufmann, K.; et al.
Strigolactone biosynthesis in Medicago truncatula and rice requires the symbiotic GRAS-type transcription factors NSP1 and
NSP2. Plant Cell 2011, 23, 3853–3865. [CrossRef] [PubMed]

36. van Zeijl, A.; Liu, W.; Xiao, T.T.; Kohlen, W.; Yang, W.C.; Bisseling, T.; Geurts, R. The strigolactone biosynthesis gene DWARF27 is
co-opted in rhizobium symbiosis. BMC Plant Biol. 2015, 15, 260. [CrossRef]

http://doi.org/10.1016/j.molp.2021.09.008
http://www.ncbi.nlm.nih.gov/pubmed/34547513
http://doi.org/10.1016/j.plantsci.2018.06.024
http://www.ncbi.nlm.nih.gov/pubmed/30466598
http://doi.org/10.1111/j.1469-8137.2010.03291.x
http://doi.org/10.1093/jxb/ery089
http://doi.org/10.1016/j.plantsci.2017.11.001
http://doi.org/10.1016/j.molp.2020.10.001
http://doi.org/10.1016/j.indcrop.2021.113370
http://doi.org/10.1081/FRI-100100281
http://doi.org/10.1016/j.cdp.2004.09.002
http://doi.org/10.1002/ptr.3566
http://doi.org/10.2174/187152312803476282
http://www.ncbi.nlm.nih.gov/pubmed/22934747
http://doi.org/10.3109/13880209.2013.771190
http://www.ncbi.nlm.nih.gov/pubmed/23570520
http://doi.org/10.1016/j.critrevonc.2017.04.010
http://www.ncbi.nlm.nih.gov/pubmed/28602167
http://doi.org/10.3390/cosmetics6040063
http://doi.org/10.1002/jsfa.9860
http://doi.org/10.1038/s41438-021-00668-y
http://doi.org/10.3389/fpls.2019.00249
http://doi.org/10.1007/s11103-016-0473-8
http://doi.org/10.1186/s12870-019-1673-6
http://doi.org/10.1007/s00425-016-2487-5
http://www.ncbi.nlm.nih.gov/pubmed/26945857
http://doi.org/10.1016/j.cub.2004.06.061
http://www.ncbi.nlm.nih.gov/pubmed/15268852
http://doi.org/10.1016/j.febslet.2014.03.041
http://www.ncbi.nlm.nih.gov/pubmed/24685691
http://doi.org/10.1016/0021-9673(90)85150-T
http://doi.org/10.1105/tpc.111.089771
http://www.ncbi.nlm.nih.gov/pubmed/22039214
http://doi.org/10.1186/s12870-015-0651-x


Int. J. Mol. Sci. 2022, 23, 10543 18 of 19

37. Wen, C.; Xi, L.; Gao, B.; Wang, K.; Lv, S.; Kou, Y.; Ma, N.; Zhao, L. Roles of DgD14 in regulation of shoot branching in
chrysanthemum (Dendranthema grandiflorum ‘Jinba’). Plant Physiol. Biochem. 2015, 96, 241–253. [CrossRef]

38. Wen, C.; Zhao, Q.; Nie, J.; Liu, G.; Shen, L.; Cheng, C.; Xi, L.; Ma, N.; Zhao, L. Physiological controls of chrysanthemum DgD27
gene expression in regulation of shoot branching. Plant Cell Rep. 2016, 35, 1053–1070. [CrossRef]

39. Delaux, P.-M.; Xie, X.; Timme, R.E.; Puech-Pages, V.; Dunand, C.; Lecompte, E.; Delwiche, C.F.; Yoneyama, K.; Bé-card, G.;
Sé-jalon-Delmas, N. Origin of strigolactones in the green lineage. New Phytol. 2012, 195, 857–871. [CrossRef]

40. Kobae, Y.; Kameoka, H.; Sugimura, Y.; Saito, K.; Ohtomo, R.; Fujiwara, T.; Kyozuka, J. Strigolactone Bio-synthesis Genes of
Rice are Required for the Punctual Entry of Arbuscular Mycorrhizal Fungi into the Roots. Plant Cell Physiol. 2018, 59, 544–553.
[CrossRef] [PubMed]

41. Nagae, M.; Takeda, N.; Kawaguchi, M. Common symbiosis genes CERBERUS and NSP1 provide additional insight into the
establishment of arbuscular mycorrhizal and root nodule symbioses in Lotus japonicus. Plant Signal. Behav. 2014, 9, e28544.
[CrossRef] [PubMed]

42. Xue, M.; Long, Y.; Zhao, Z.; Huang, G.; Huang, K.; Zhang, T.; Jiang, Y.; Yuan, Q.; Pei, X. Isolation and Characterization of a
Green-Tissue Promoter from Common Wild Rice (Oryza rufipogon Griff.). Int. J. Mol. Sci. 2018, 19, 2009. [CrossRef] [PubMed]

43. Huang, J.; Zhao, X.; Chory, J. The Arabidopsis Transcriptome Responds Specifically and Dynamically to High Light Stress. Cell
Rep. 2019, 29, 4186–4199.e3. [CrossRef]

44. Salvi, D.; Bournais, S.; Moyet, L.; Bouchnak, I.; Kuntz, M.; Bruley, C.; Rolland, N. AT_CHLORO: The First Step When Looking for
Information About Subplastidial Localization of Proteins. Methods Mol. Biol. 2018, 1829, 395–406. [CrossRef]

45. Shi, Y.; Chen, J.; Hou, X. Similarities and Differences of Photosynthesis Establishment Related mRNAs and Novel lncRNAs in
Early Seedlings (Coleoptile/Cotyledon vs. True Leaf) of Rice and Arabidopsis. Front. Genet. 2020, 11, 565006. [CrossRef]

46. Berger, N.; Vignols, F.; Touraine, B.; Taupin-Broggini, M.; Rofidal, V.; Demolombe, V.; Santoni, V.; Rouhier, N.; Gaymard, F.; Dubos,
C. A Global Proteomic Approach Sheds New Light on Potential Iron-Sulfur Client Proteins of the Chloroplastic Mat-uration
Factor NFU3. Int. J. Mol. Sci. 2020, 21, 8121. [CrossRef]

47. Balk, J.; Lobréaux, S. Biogenesis of iron-sulfur proteins in plants. Trends Plant Sci. 2005, 10, 324–331. [CrossRef]
48. Satyanarayan, M.B.; Zhao, J.; Zhang, J.; Yu, F.; Lu, Y. Functional relationships of three NFU proteins in the biogenesis of

chloroplastic iron-sulfur clusters. Plant Direct 2021, 5, e00303. [CrossRef]
49. Zhang, Y.; van Dijk, A.D.; Scaffidi, A.; Flematti, G.R.; Hofmann, M.; Charnikhova, T.; Verstappen, F.; Hepworth, J.; van der Krol,

S.; Leyser, O.; et al. Rice cytochrome P450 MAX1 homologs catalyze distinct steps in strigolactone biosynthesis. Nat. Chem. Biol.
2014, 10, 1028–1033. [CrossRef]

50. Harrison, P.J.; Newgas, S.A.; Descombes, F.; Shepherd, S.A.; Thompson, A.J.; Bugg, T.D.H. Biochemical characterization and
selective inhibition of β-carotene cis–trans isomerase D27 and carotenoid cleavage dioxygenase CCD8 on the strigolactone
biosynthetic pathway. FEBS J. 2015, 282, 3986–4000. [CrossRef]

51. Przybyla-Toscano, J.; Boussardon, C.; Law, S.R.; Rouhier, N.; Keech, O. Gene atlas of iron-containing proteins in Arabidopsis
thaliana. Plant J. 2021, 106, 258–274. [CrossRef] [PubMed]

52. Avendano-Vazquez, A.O.; Cordoba, E.; Llamas, E.; San Roman, C.; Nisar, N.; De la Torre, S.; Ramos-Vega, M.; Gutierrez-Nava,
M.D.; Cazzonelli, C.I.; Pogson, B.J.; et al. An Uncharacterized Apocarotenoid-Derived Signal Generated in zeta-Carotene
Desaturase Mutants Regulates Leaf Development and the Expression of Chloroplast and Nuclear Genes in Arabidopsis. Plant
Cell 2014, 26, 2524–2537. [CrossRef] [PubMed]

53. Gupta, P.; Sreelakshmi, Y.; Sharma, R. A rapid and sensitive method for determination of carotenoids in plant tissues by high
performance liquid chromatography. Plant Methods 2015, 11, 5. [CrossRef]

54. Schaub, P.; Rodriguez-Franco, M.; Cazzonelli, C.I.; Álvarez, D.; Wüst, F.; Welsch, R. Establishment of an Arabidopsis callus
system to study the interrelations of biosynthesis, degradation and accumulation of carotenoids. PLoS ONE 2018, 13, e0192158.
[CrossRef]

55. Sun, T.; Yuan, H.; Cao, H.; Yazdani, M.; Tadmor, Y.; Li, L. Carotenoid Metabolism in Plants: The Role of Plastids. Mol. Plant 2018,
11, 58–74. [CrossRef] [PubMed]

56. Dhami, N.; Pogson, B.J.; Tissue, D.T.; Cazzonelli, C.I. A foliar pigment-based bioassay for interrogating chloroplast signalling
revealed that carotenoid isomerisation regulates chlorophyll abundance. Plant Methods 2022, 18, 1–16. [CrossRef] [PubMed]

57. Alagoz, Y.; Nayak, P.; Dhami, N.; Cazzonelli, C.I. cis-carotene biosynthesis, evolution and regulation in plants: The emergence of
novel signaling metabolites. Arch. Biochem. Biophys. 2018, 654, 172–184. [CrossRef] [PubMed]

58. Cazzonelli, C.I.; Hou, X.; Alagoz, Y.; Rivers, J.; Dhami, N.; Lee, J.; Marri, S.; Pogson, B.J. A cis-carotene de-rived apocarotenoid
regulates etioplast and chloroplast development. Elife 2020, 9, e45310. [CrossRef] [PubMed]

59. Rubio, A.; Rambla, J.L.; Santaella, M.; Gomez, M.D.; Orzaez, D.; Granell, A.; Gomez-Gomez, L. Cytosolic and plastoglo-bule-
targeted carotenoid dioxygenases from Crocus sativus are both involved in beta-ionone release. J. Biol. Chem. 2008, 283,
24816–24825. [CrossRef]

60. Tamura, K.; Stecher, G.; Peterson, D.; Filipski, A.; Kumar, S. MEGA6: Molecular Evolutionary Genetics Analysis version 6.0. Mol.
Biol. Evol. 2013, 30, 2725–2729. [CrossRef] [PubMed]

61. Martí, M.; Diretto, G.; Aragonés, V.; Frusciante, S.; Ahrazem, O.; Gómez-Gómez, L.; Daròs, J.-A. Efficient production of saffron
crocins and picrocrocin in Nicotiana benthamiana using a virus-driven system. Metab. Eng. 2020, 61, 238–250. [CrossRef]
[PubMed]

http://doi.org/10.1016/j.plaphy.2015.07.030
http://doi.org/10.1007/s00299-016-1938-6
http://doi.org/10.1111/j.1469-8137.2012.04209.x
http://doi.org/10.1093/pcp/pcy001
http://www.ncbi.nlm.nih.gov/pubmed/29325120
http://doi.org/10.4161/psb.28544
http://www.ncbi.nlm.nih.gov/pubmed/24705023
http://doi.org/10.3390/ijms19072009
http://www.ncbi.nlm.nih.gov/pubmed/29996483
http://doi.org/10.1016/j.celrep.2019.11.051
http://doi.org/10.1007/978-1-4939-8654-5_26
http://doi.org/10.3389/fgene.2020.565006
http://doi.org/10.3390/ijms21218121
http://doi.org/10.1016/j.tplants.2005.05.002
http://doi.org/10.1002/pld3.303
http://doi.org/10.1038/nchembio.1660
http://doi.org/10.1111/febs.13400
http://doi.org/10.1111/tpj.15154
http://www.ncbi.nlm.nih.gov/pubmed/33423341
http://doi.org/10.1105/tpc.114.123349
http://www.ncbi.nlm.nih.gov/pubmed/24907342
http://doi.org/10.1186/s13007-015-0051-0
http://doi.org/10.1371/journal.pone.0192158
http://doi.org/10.1016/j.molp.2017.09.010
http://www.ncbi.nlm.nih.gov/pubmed/28958604
http://doi.org/10.1186/s13007-022-00847-5
http://www.ncbi.nlm.nih.gov/pubmed/35177117
http://doi.org/10.1016/j.abb.2018.07.014
http://www.ncbi.nlm.nih.gov/pubmed/30030998
http://doi.org/10.7554/eLife.45310
http://www.ncbi.nlm.nih.gov/pubmed/32003746
http://doi.org/10.1074/jbc.M804000200
http://doi.org/10.1093/molbev/mst197
http://www.ncbi.nlm.nih.gov/pubmed/24132122
http://doi.org/10.1016/j.ymben.2020.06.009
http://www.ncbi.nlm.nih.gov/pubmed/32629020


Int. J. Mol. Sci. 2022, 23, 10543 19 of 19

62. Castillo, R.; Fernandez, J.A.; Gomez-Gomez, L. Implications of carotenoid biosynthetic genes in apo-carotenoid for-mation during
the stigma development of Crocus sativus and its closer relatives. Plant Physiol. 2005, 139, 674–689. [CrossRef] [PubMed]

63. Sarrion-Perdigones, A.; Palaci, J.; Granell, A.; Orzaez, D. Design and construction of multigenic con-structs for plant biotechnology
using the GoldenBraid cloning strategy. Methods Mol. Biol. 2014, 1116, 133–151. [CrossRef]

64. Diretto, G.; Ahrazem, O.; Rubio-Moraga, A.; Fiore, A.; Sevi, F.; Argandona, J.; Gomez-Gomez, L. UGT709G1: A novel uridine
diphosphate glycosyltransferase involved in the biosynthesis of picrocrocin, the precursor of safranal in saffron (Crocus sativus).
New Phytol. 2019, 224, 725–740. [CrossRef]

http://doi.org/10.1104/pp.105.067827
http://www.ncbi.nlm.nih.gov/pubmed/16183835
http://doi.org/10.1007/978-1-62703-764-8_10
http://doi.org/10.1111/nph.16079

	Introduction 
	Results 
	Isolation and Identification of SL Biosynthetic Gene D27 in Saffron 
	Expression Levels in Vegetative Tissues and Saffron Stigmas 
	Activity Assays of CsD27 in E. coli and N. benthamiana 

	Discussion 
	Materials and Methods 
	Plant Material and Treatments 
	Isolation of cDNA Sequences Encoding D27 Enzyme in Saffron 
	Phylogenetic Analysis 
	DNA Sequencing and Analysis of the DNA and Protein Sequences 
	Expression Analysis 
	Carotenoid Extraction and HPLC Analysis 
	D27 Activity in E. coli Cells 
	Transient Expression of CsD27-1 in Nicotiana benthamiana 

	References

