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Abstract
The onset of floral development is a pivotal switch in the life of soybean. Brassinosteroids

(BRs), a group of steroidal phytohormones with essential roles in plant growth and develop-

ment, are associated with flowering induction. Genes involved in BR biosynthesis have

been studied to a great extent in Arabidopsis, but the study of these genes has been limited

in soybean. In this study, four CPD homologs (GmCPDs) catalyzing BR synthesis were iso-

lated from soybean. Transcripts were mainly confined to cotyledons and leaves and were

down-regulated in response to exogenous BR. Bioinformatic analysis showed strong se-

quence and structure similarity between GmCPDs and AtCPD as well as CPDs of other

species. Overexpression ofGmCPDs in an Arabidopsis BR-deficient mutant rescued the

phenotype by restoring the biosynthesis pathway, revealing the functional roles of each

GmCPDs in. Except for the rescue of root development, leaf expansion and plant type archi-

tecture, GmCPDs in expression also complemented the late flowering phenotype of Arabi-

dopsis mutants deficient in CPD. Further evidence in soybean plants is that the expression

levels ofGmCPDs in are under photoperiod control in Zigongdongdou, a photoperiod-sen-

sitive variety, and show a sudden peak upon floral meristem initiation. Together with in-

creasedGmCPDs in expression in the leaves and cotyledons of photoperiod-insensitive

early-maturity soybean, it is clear thatGmCPDs in contribute to flowering development and

are essential in the early stages of flowering regulation.

Introduction
Flowering is one of the most important events in the life cycle of plants, with optimal timing
being especially crucial. Therefore, flowering is controlled by numerous interacting endoge-
nous and environmental cues to ensure appropriate conditions for seed production. At least
four signaling pathways have been demonstrated to regulate flowering in concert, involving
length of day (photoperiodism), winter cold (vernalization), regulation by gibberellins (GAs),
and autonomous floral initiation occurring in the absence of any effective environmental sig-
nals [1]. In addition, other factors such as ascorbic acid, ethylene, ambient temperature and
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light quality have been found to be critical in mediating flowering [2–5]. Brassinosteriod is one
of these factors currently awaiting study.

Brassinosteroids (BRs) are a class of plant-specific steroid hormones. The effects of BRs
span multiple physiological processes and responses, including the induction of cell elongation,
xylem differentiation, root development, leaf bending/expansion, senescence and male fertility
[6–8]. In Arabidopsis, most BR-deficient mutants, such as the BR-biosynthetic mutants det2
[9], dwf4 [10] and cpd [11,12], exhibit a delayed flowering time. These mutants over-accumu-
late different BR precursors as a result of the blocked BR-biosynthetic pathway [10,13], indicat-
ing that changes to endogenous BR and BR precursor levels in Arabidopsis affects flowering
time. In addition, BRs have been found to modify the flowering induction networks of Arabi-
dopsis by regulating critical flowering-time genes. The BR-insensitive mutant bri1 was reported
to significantly delay flowering of the autonomous-pathway mutant ld and fca by elevating
FLC expression [12]. Moreover, bdbrd1–1, a BR-biosynthetic mutant from Brachypodium dis-
tachyon, was found to suppress the expressions of autonomous pathway genes such as FCA,
FY, FLD, FVE and LD [14,15]. Recently, BZR1, a positive regulator in the BR signaling, was
confirmed to regulate FLD expression by directly binding to FLD promoter to mediate flower-
ing [16]. All above raise the possibility that BRs promote flowering through autonomous path-
way. Another BR related gene, CONSTITUTIVE PHOTOMORPHOGENESIS AND
DWARFISM (CPD), can be regulated by light and may modulate flowering through the
photoperiod pathway.

The CPD gene was identified from an Arabidopsis T-DNA insertional mutation that causes
the constitutive photomorphogenesis and dwarfism (cpd) [17]. This gene encodes CYP90A1/
CPD, which belongs to the cytochrome P450 family [17]. CYP90A1/CPD was thought to be an
enzyme that catalyzes C-23 hydroxylation because C23-hydroxylated BR precursors but not
22-hydroxylated cathasterone (CT) rescued the cpdmutant [17]. However, recent evidence has
suggested that the C-23 hydroxylation reaction is catalyzed by CYP90C1 and CYP90D1 [18].
Actually, (22S)-22-hydroxycampesterol (22-OHCR) is a favored substrate of CYP90A1/CPD
[19]. It has been demonstrated that CYP90A1/CPD encoded by CPD is a C-3 oxidase that is re-
quired for the conversion of 22-OHCR to (22S)-22-hydroxycampest-4-en-3-one (22-OH-4-
en-3-one). The BR biosynthesis network in Arabidopsis proceeds from campesterol (CR) to
brassinolide (BL), which is biologically the most active form of BR [20–22]. The originally pro-
posed BR synthesis route is considered to start at the conversion of CR to campestanol (CN)
[22]. However, the latest study has indicated that these steps are non-essential and that a CN-
independent BR pathway is the main route based on enzyme substrate preferences [19]. In the
CN-independent BR synthesis pathway, CR is first hydroxylated to 22-OHCR, followed by the
oxidation to 22-OH-4-en-3-one. Obviously, CYP90A1/CPD encoded by CPD catalyzes the
early step of the BR biosynthesis pathway, suggesting its pivotal role in BR biosynthesis.

Interestingly, expression of the BR-biosynthetic gene CPD was reported to possess diurnal
rhythmicity with light regulation superimposed upon circadian control [23]. These transcrip-
tional changes are independent of BR feedback regulation but are accompanied by the diurnal
variation of endogenous BR content [23]. Similar to most of the light-responsive genes of GA
synthesis, CPD is under photoreceptor-specific control mainly through phytochrome signaling,
suggesting a mechanism in which light controls physiological functions via BRs [24–27]. The
CIRCADIAN CLOCK ASSOCIATED 1 (CCA1) transcription factor has been shown to medi-
ate circadian control and phytochrome-regulated gene expression [28,29]. As a potential bind-
ing sequence of CCA1, the AAAATCT motif was therefore speculated to be present in CPD
promoters [23]. CCA1 is a major gene involved in the circadian clock. In Arabidopsis, the cir-
cadian clock has dramatic effects on flowering time through the CO–FT photoperiodic flower-
ing pathway modulated by its core CCA1–LHY/TOC1 [30–33]. The interaction between CPD
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and CCA1may hold clues to the causes of the late-flowering phenotype of cpdmutants [12,34].
Furthermore, it has been reported that BR can modulate circadian rhythms and promote the
periodicity of the circadian clock genes CHLOROPHYLL A/B BINDING PROTEIN (CAB2),
COLD AND CIRCADIAN-REGULATED 2 (CCR2) and CCA1 [35]. This interaction is consis-
tent with the observation that the period of CCR2 is prolonged in cpdmutants [35]. Thus, the
above findings suggest that BR regulates flowering time through the circadian clock system, a
crucial mechanism in photoperiod pathway.

Soybean is a short-day crop of agricultural and economic importance. Soybean flowering is
largely regulated by photoperiod, with many varieties highly photoperiod-sensitive. Typically,
Zigongdongdou will not initiate flowering until short-day induction; this variety even under-
goes flowering reversion in which the floral meristem developing the floral organs reverts to
produce leaves when the photoperiod is altered from a short day to a long day [36–40]. This
high sensitivity restricts the adaptability of soybean to diverse environmental conditions, limit-
ing the season and region available to many high yield varieties, negatively impacting soybean
production [41]. In addition, the photoperiod sensitivity is diverse among soybean varieties,
leading to multiple maturity periods. Consequently, many varieties with good behavior cannot
be hybridized with each other as a result of asynchronous florescence. Therefore, it has been
long recognized by breeders that controlling flowering time is crucial to ensuring soybean yield
[42].

In the current study, four soybean CPD homologous genes belonging to the BR biosynthesis
pathway are found to be associated with soybean flowering. These GmCPDs are extremely sim-
ilar with AtCPD in sequence and structure and can complement the AtCPD function in Arabi-
dopsis mutants deficient in AtCPD. The expression levels of these GmCPDs all exhibit a
sudden peak upon floral meristem initiation in soybean and are increased in a photoperiod-in-
sensitive soybean variety, suggesting a relationship between BR biosynthesis genes and
floral transition.

Materials and Methods

Plant Growth Conditions
Soybean varietiesWilliams 82 and Zigongdongdou were grown in a chamber at day/night tem-
peratures of 26/24°C. Zigongdongdou and Heihe27 used for the analysis of GmCPDs expression
in soybean varieties with different photoperiod sensitivities were grown at the temperature of
constant 25°C.Williams 82 plants were cultivated under a short-day condition (12/12 h day/
night cycle). Zigongdongdou andHeihe27 plants were cultivated under either short-day or
long-day (16/8 h day/night cycle) conditions depending on the experiment.

Arabidopsis accessions Col-0 and cpd-91 were grown at 22°C under a long-day condition
(16/8 h day/night cycle) in potting soil or in half strength MS agar plates with 1% (w/v) sucrose.
All plates were axenically cultured and packed with silver papers in the dark treatment.

Brassinosteroid Treatment
In the BR response assay, 5-day-oldWilliams 82 seedlings were cultivated in Hoagland solution
after germination in soil. BR treatment was undertaken 10 days later by adding 1 μM 2,4-epi-
brassinolide (C28H48O6; TCR, Toronto, ON, Canada) to the solution. The treatment lasted
for 2 hours, and the samples were collected every half hour.

In the root inhibition assay, Arabidopsis seeds were planted on vertically oriented plates
containing half-strength MS medium supplemented with 1% sucrose in the absence or pres-
ence of 100 nM 2,4-epibrassinolide (24-epiBL). Root lengths were measured after seedlings
were grown for 10 days.
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Sampling and RNA Isolation
The entireWilliams 82 plant was sampled for GmCPDs gene cloning. For tissue-specific ex-
pression analysis, hypocotyls, cotyledons and roots ofWilliams 82 were collected from 7-day-
old seedlings, and the leaves, stems and shoot apices were collected from 20-day-old adult
plants. The flowers were tagged on the day of anthesis, and the pods were harvested when 0.5–
2 cm long. After BR treatment, the leaves ofWilliams 82 were collected every half hour and la-
beled 0.5 h (0.5 hour after treatment), 1 h, 1.5 h and 2 h. When the cotyledons of Zigongdong-
dou and Heihe27 opened, SD (short-day), LD (long-day) photoperiod treatments were carried
out. The SD13d-LD (transfer to an LD condition after a 13-day SD treatment) condition was
applied only to Zigongdongdou. Plant leaves were collected every other day until the 25th day
following photoperiod treatment. Cotyledons were obtained at 3 d (3 days after photoperiod
treatment), 6 d, and 9 d with leaves removed after cotyledon opening.

All samples were a mixture of more than five individual plants and were ground into pow-
der in liquid nitrogen. Total RNA was extracted using TRIzol Reagent (Invitrogen, Carlsbad,
CA, USA). The RNA from a whole Arabidopsis plant sample was isolated using the
same method.

Analysis of mRNA Expression Level by Real-Time PCR
cDNA for PCR was prepared using 1 μg of total RNA with a mixture of random primers. RT-
qPCR analysis was performed on an ABI7900 instrument (Applied Biosystems, Foster City,
CA, USA) using Takara SYBR Premix ExTaq (Takara, Shiga, Japan) for 40 cycles (95°C for 5 s;
60°C for 30 s; 72°C for 30 s). All reactions were carried out at least three times. Quantification
of mRNA level was based on Ct (threshold cycle) values using a comparative Ct (2−ΔΔCt)
method [43]. Data are presented as the mean±SD. The specific primers for each gene are
shown in S1 Table.

Vector Construction and Arabidopsis Transformation
The coding regions of GmCPD1, GmCPD2, GmCPD3 and GmCPD4 with additional XbaI and
SacI restriction sites were PCR-amplified. The XbaI–SacI flanked GmCPDs fragments were
cloned into the XbaI–SacI sites of pTF101.1-GFP vector, replacing GFP and generating
pTF101.1-GmCPD1, pTF101.1-GmCPD2, pTF101.1-GmCPD3 and pTF101.1-GmCPD4.
These resulting constructs were verified by sequencing and restriction analysis and trans-
formed into Agrobacterium tumefaciens strain GV3101. The Agrobacterium-mediated flower
infiltration transformation method [44] was used to introduce GmCPDs into cpd-91 Arabidop-
sis mutant plants. T1 generation seeds were harvested and selected on antibiotic-containing
MS plates with 10 mg/L glufosinate ammonium (Sigma, St. Louis, MO, USA). Positive plants
were confirmed by PCR analysis and propagated to obtain the T3 generation.

Measurements and Statistical Analysis
All seedlings were axenically cultured on medium for light/dark analysis, BR treatment assays
and leaf morphology analysis were scanned using an Epson perfection V700 photo scanner
(Epson, Nagano, Japan). The images were analyzed using WinRHIZO Pro v.2009c software
(Regent Instruments, Montreal, QC, Canada). For light/dark analysis, the hypocotyl lengths of
6-day-old seedlings were measured. Similarly, when the seedlings grown on medium with or
without 24-epiBL in the BL treatment assay, the total root lengths of 10-day-old seedlings, hy-
pocotyl length of 6-day-old seedlings and petiole length of 13-day-old seedlings were mea-
sured; the number of lateral roots of 10-day-old seedlings was also counted. For leaf
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morphology analysis, the first true leaves of 13-day-old seedlings were cut off at the bottom of
the petioles and flattened on agar plates for scanning. Traits including petiole length, leaf area,
length and width of the leaf blade were examined. Silique length and plant height were mea-
sured using a millimeter-graduated ruler. All measurements were repeated three times inde-
pendently, and 30–50 seedlings were measured each time. Data are presented as the mean±SD
and were subjected to Student’s t test with a sample size of 30 to determine differences among
the groups.

Results

Cloning and Sequence Analysis ofGmCPD genes inGlycine max
Four soybean CPD homologs (GmCPDs) were obtained from the soybean translated NCBI nu-
cleotide database by a BLAST search using the amino acid sequence of Arabidopsis CPD (Gen-
Bank accession No. XP_002873219) as a query. These predicted genes were then assigned
names based on their correspondence with AtCPD. The four potential homologous proteins,
GmCPD1 (GenBank accession No. XP_003545232.1), GmCPD2 (GenBank accession No.
XP_003519393.1), GmCPD3 (GenBank accession No. XP_003552845.1) and GmCPD4 (Gen-
Bank accession No. XP_003538460.1), are predicted to be between 473 and 480 amino acids in
length and all belong to the cytochrome P450 (CYP) family.

The deduced amino acid sequences of the GmCPDs share 82–97% identity with each other
and exhibit high similarity to the Arabidopsis CPD protein, with identities between 79% and
81% (Fig. 1). GmCPD1 has the highest identity of 81% while GmCPD2 has the lowest. An
alignment of GmCPDs with known CPDs from other species reveals identities of 81–87% for
MtCPD1 ofMedicago truncatula, 76–80% for PtCPD of Populus trichocarpa, 75–77% for
CsCPD of Cucumis sativus, and 59–63% for OsCPD1 of monocot Oryza sativa (Fig. 1). It is
suggested that the amino acid sequences of CPDs are highly homologous across all species.

There are generally four structural domains in CPD proteins that exhibit catalytic features.
The proline-rich region was thought to ensure the correct folding and proper orientation of the
CPD protein. Domain A and domain B are involved in the dioxygen and steroid binding re-
quired for catalytic activity. The most characteristic P450 consensus sequence, the heme bind-
ing domain, is responsible for carbon monoxide binding ability [45,46]. As shown in Fig. 1, all
CPDs contain these characteristic domains, and their amino acid sequences are highly con-
served. There are only two amino acid differences between AtCPD and GmCPDs in the pro-
line-rich region, one amino acid difference in domain B and at most two amino acid
differences in the heme-binding domain. As for domain A, AtCPD and GmCPDs share 100%
amino acid sequence identity (Fig. 1). Based on these findings, GmCPDs bear a striking simi-
larity to AtCPD in sequence and structure, a trait that might imply functional similarity.

Phylogenetic analysis was performed using the deduced amino acid sequences of GmCPD
and a range of putative CPDs from higher plants. The tree is clearly divided into two major
clades: one clade corresponds to monocots, while the other clade corresponds to dicots (Fig. 2).
The four GmCPDs all fall in the latter clade (Fig. 2). GmCPD1 and GmCPD2 are clustered to-
gether withMedicago truncatula and Cicer arietinum, while GmCPD3 and GmCPD4 branch
off from the legume sub-clade (Fig. 2). The four GmCPDs all cluster relatively closely with
AtCPD (Fig. 2), indicating that these proteins may have inherited more
ancestral characteristics.

Genomic location of each GmCPD was targeted on physical map of soybean (Glycine max)
genome based on the information on SoyBase (http://www.soybase.org) and Phytozome data-
base (http://phytozome.jgi.doe.gov). They are all located in separate chromosome: GmCPD1
(Glyma.14g059900), GmCPD2 (Glyma.02g256800), GmCPD3 (Glyma.18g028300) and
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GmCPD4 (Glyma.11g228900) are located in Gm14 (B2), Gm02 (D1b), Gm18 (G) and Gm11
(B1), respectively (Fig. 3). There were not many SSR markers around GmCPDs. Around
GmCPD1, Sat_177 and Sat_264 are associated with the QTLs of flower number; Satt126 is asso-
ciated with lodging and Sat_287 also relates to seed coat color (Fig. 3). As for GmCPD2,
Satt189, Satt350 and Satt546 are associated with the QTLs of first flower; Satt189 and Satt350
are associated with leaflet shape and leaf area respectively; Satt546 is associated with internode
length; Sat_139, Satt546 and Satt172 are associated with the seed quality trait (Fig. 3). Satt309,
Satt356 and Satt570 locate closely to GmCPD3: Satt309 and Satt356 associated with the QTLs
of pod maturity; Satt356 is linked with internode length; Satt570 is associated with seed protein,
lateral root density and root width (Fig. 3). Around the location of GmCPD4, Satt415 is associ-
ated with the internode length; Satt583 is associated with the length of reproductive stage;
Sat_123 is associated with pod maturity and lodging; Sat_123, Satt583 and Sat_095 are all asso-
ciated with seed weight (Fig. 3). Above all, the four GmCPD homologous are associated with
the QTLs related to main aspects of soybean development.

Expression Patterns ofGmCPDs in Soybean
Tissue-specific expression patterns of GmCPDs in soybean were systematically determined
using RT-qPCR. These four GmCPDs are widely expressed in plant tissues but display different

Fig 1. GmCPD amino acid sequence homology with CPDs from other species.Multiple alignments were performed by the Clustal W2 algorithm. Exact
matches are boxed in black. Four domains found in cytochrome P450s: Proline-rich, Domain A (dioxygen-binding), Domain B (steroid-binding) and heme-
binding are underlined. Arrowheads: Amino acid residues with important function. Accession numbers are as follows: AtCPD (XP_002873219), GmCPD1
(XP_003545232.1), GmCPD2 (XP_003519393.1), GmCPD3 (XP_003552845.1), GmCPD4 (XP_003538460.1), MtCPD1 (XP_003616626), PtCPD
(XP_002311214), CsCPD (XP_004149251), OsCPD1 (NP_001066117).

doi:10.1371/journal.pone.0118476.g001
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Fig 2. Phylogenetic tree of CPD proteins by neighbor-joining method using MEGA 5.02 software. Accession numbers are as follows: AtCPD
(XP_002873219), GmCPD1 (XP_003545232.1), GmCPD2 (XP_003519393.1), GmCPD3 (XP_003552845.1), GmCPD4 (XP_003538460.1), MtCPD1
(XP_003616626), MtCPD2(XP_003600878), CaCPD(XP_004490985), CsCPD (XP_004149251), FvCPD (XP_004307639), PtCPD (XP_002311214),
VvCPD (XP_002270553), OsCPD1 (NP_001066117), OsCPD2 (NP_001065721), BdCPD (XP_003578946), SiCPD (XP_004978643), SbCPD
(XP_002450249), ZmCPD (NP_001140596).

doi:10.1371/journal.pone.0118476.g002

Fig 3. The genomic location of fourGmCPDs on soybean physical map. Distance along the vertical bars
indicates the physical distance reported in the Soybase and Phytozome database. The SSRmarkers near to
GmCPDs location were also labeled on the corresponding positions of chromosome.

doi:10.1371/journal.pone.0118476.g003
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patterns. Although GmCPD1, GmCPD2 and GmCPD4 all showed higher expression levels in
cotyledons and leaves, GmCPD2 and GmCPD4 had the highest level in cotyledons while
GmCPD1 had the highest level in leaves (Fig. 4A). These results are consistent with the expres-
sion pattern of CPD in Arabidopsis [47]. However, GmCPD3 is an exception, exhibiting the
highest mRNA accumulation in young pods but very low concentrations in other tissues
(Fig. 4A). In addition, GmCPD4 as well as GmCPD1 and GmCPD2 showed relatively high lev-
els in young pods (Fig. 4A). These results are consistent with the important roles proposed for
BRs in processes such as fruit development and ripening [48,49].

The BR sensitivity of GmCPDs was also tested in soybean.William 82 adult plants were
treated with 24-epiBL, and the leaf samples were collected every half hour. As shown in the

Fig 4. GmCPDs expression patterns in soybean. (A) Tissue-specific expression patterns ofGmCPDs in
soybean. The sampling time of each tissue is described in section 4 of the Materials and Methods (B)
Inducible expression of fourGmCPD genes in the soybean leaves under BR treatment. The relative
expression levels are normalized toGmG6PDH (GenBank accession No. XM_003547631). The data
represent the mean ± SD of three independent experiments.

doi:10.1371/journal.pone.0118476.g004
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RT-qPCR results, the expression levels of the four GmCPDs fluctuated, but overall the expres-
sion levels tended to decrease. The expression patterns of GmCPD1 and GmCPD2 were nearly
equivalent but distinct from GmCPD3 and GmCPD4 (Fig. 4B). Following BR treatment, a sud-
den increase of GmCPD1 and GmCPD2 expression reached a maximum 0.5 h after treatment
was initiated. GmCPD1 and GmCPD2 expression then sharply decreased, reaching a minimum
approximately 1 h after treatment was started and subsequently increasing slightly to a plateau
(Fig. 4B). In contrast, the expression levels of GmCPD3 and GmCPD4 rapidly decreased follow-
ing BR treatment, reaching a minimum at 1 h and then leveling off (Fig. 4B). The above results
indicate a highly sensitive response of GmCPDs to exogenous BR. Taken together with previous
studies that show that CPD is feedback-inhibited by BR [13,47,50], our results corroborate the
importance of GmCPDs in BR biosynthesis.

Complementation of an Arabidopsis CPD-Deficient Mutant phenotype
byGmCPDs Expression
To test whether the GmCPDs can function in BR biosynthesis, the coding sequences of
GmCPD1, GmCPD2, GmCPD3 and GmCPD4 were placed under the control of a 35S constitu-
tive promoter and introduced into a cpd-91mutant [13] of Arabidopsis. The goal was to evalu-
ate whether the transgenes complement the mutant phenotype. Adult plants of cpd-91, a
CYP90A1/CPD-deficient mutant, are small and dwarfed with rounded curled leaves. In con-
trast, the transgenic GmCPD1, GmCPD2, GmCPD3 and GmCPD4 cpd-91mutant lines were all
similar to the wild type in size, showing a rescue of the cpd-91mutant adult phenotypes
(Fig. 5A). The RT-PCR results revealed that GmCPD genes can only be detected in the corre-
sponding transgenic plants, indicating complementation by GmCPDs overexpression (Fig. 5B).

The leaf phenotypes of the transgenic lines all bear little resemblance to the cpd-91mutant, in-
stead resembling the wild type phenotype (Fig. 6A). In a quantitative comparison, the mutant re-
tained minimum values of petiole length (Fig. 6B), leaf area (Fig. 6C) and length-width ratio
(Fig. 6D). The transgenicGmCPD1, GmCPD2, GmCPD3 and GmCPD4 cpd-91 lines were all sim-
ilar to the wild type and were significantly different (P< 0.01) from the mutant (Fig. 6B-D).

Without the CYP90A/CPD gene, the morphological change in the roots was quite signifi-
cant in the cpd-91mutant, with a small root length and undeveloped lateral roots (Fig. 7A-C).
Conversely, all transgenic lines exhibited developed root systems that were similar to the wild
type plants (Fig. 7A). Student’s t-tests indicated a significant difference (P< 0.01) between the
transgenic lines and the mutant plants in root length and lateral root number (Fig. 7B-C).

The most obvious complementation of the mutant is the rescue of dwarfness. Similar to
other BR mutants, cpd-91mutant is severely dwarfed. In contrast, the plant height of every
transgenic line was remarkably higher (P< 0.01) than that of the mutant and very similar to
that of the wild type (Fig. 7F).

The silique size of mutants is very small, only an average of 0.2 cm long and about twenty per-
cent the length of Col-0 siliques (Fig. 7D, E). Each transgenic line was extremely distinct (P<

0.01) from the non-transformed mutant in silique size and resembled the wild type (Fig. 7E).
In conclusion, all four GmCPDs are functional and essential in leaf, root and plant

type development.

GmCPD Homologs Restore BR Biosynthesis in Arabidopsis cpd-91
mutants
To further confirm that the rescue of the cpd-91mutant phenotype is due to a restored BR bio-
synthesis pathway via GmCPDs transformation, we tested the BR responses of complemented
Arabidopsis compared with untransformed cpd-91 and wild type Col-0.
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Fig 5. FourGmCPDs complement the phenotype of an Arabidopsis CPD-deficient mutant. (A)
Phenotype comparison of adult plants. Bar = 10 mm; Col-0: wild type plants; cpd-91: CPD-deficient mutant;
GmCPD1: 35S::GmCPD1;GmCPD2: 35S::GmCPD2;GmCPD3: 35S::GmCPD3;GmCPD4: 35S::GmCPD4;
(B) RT-PCR analysis to detectGmCPD genes using specific primers described in S1 Table with AtACTIN2
(GenBank accession No. AT3G18780) as a reference gene.

doi:10.1371/journal.pone.0118476.g005
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6-day-old seedlings grown in light and darkness were screened for hypocotyl elongation
during skotomorphogenesis and photomorphogenesis. In the dark, cpd-91mutant seedlings
underwent constitutive photomorphogenesis, exhibiting short hypocotyls and open cotyledons
(Fig. 8A, C). In contrast, the transgenic lines and wild type exhibited longer hypocotyls and
closed apical hooks (Fig. 8A, C). When grown in the light, cpd-91mutant seedlings exhibited
shorter hypocotyls than the wild type (Fig. 8B, D). This mutant phenotype was complemented
by all four transgenes (Fig. 8B, D). Student’s t-tests indicate a significant difference (P< 0.01)
in hypocotyl length between the transgenic lines and the mutant plants in both the light and
darkness (Fig. 8C, D).

In the root growth inhibition assay, 10-day-old complemented Arabidopsis, cpd-91mutants
and the wild type were grown on 1/2 MS medium containing 100 nM 2,4-epibrassinolide (24-
epiBL). All seedlings showed shortened roots in response to 24-epiBL but behaved differently
in root shortening (Fig. 9A-D). The transgenic lines and the wild type displayed greater short-
ening than cpd-91 plants (Fig. 9D), indicating a stronger response to BR.

Additionally, under the treatment of 100 nM 24-epiBL, all the seedlings exhibited elongated
hypocotyl and shortened petiole (Fig. 9E-H). Compared to transgenic lines and Col-0

Fig 6. Comparison of leaf phenotype between the wild type (Col-0), CPD-deficient mutant (cpd-91) and transgenic plants. (A) Detailed leaf
morphologies of 13-day-old Arabidopsis plants, Bar = 10 mm; (B-D) Statistical analysis of leaf measurements: the petiole length (B), leaf area (C) and length-
width ratio (D). The data represents the mean ± SD of three independent experiments. The asterisks indicate significant differences compared to the cpd-91
mutant (**, P< 0.01 by the t-test).

doi:10.1371/journal.pone.0118476.g006
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Arabidopsis, cpd-91mutant showed the shortest length of hypocotyl and petiole both in BL
treatment and normal conditions (Fig. 9E, G). The transgenic lines resembled the wild type
and displayed greater hypocotyl elongation and petiole shortening than cpd-91mutant
(Fig. 9F, H).

Fig 7. Phenotype comparison of root, silique and plant height between the wild type (Col-0), CPD-deficient mutant (cpd-91) and transgenic plants.
(A) Root phenotype of 13-day-old Arabidopsis plants. Col-0: wild type plants, cpd-91: CPD-deficient mutant,GmCPD1: 35S::GmCPD1,GmCPD2: 35S::
GmCPD2,GmCPD3: 35S::GmCPD3, GmCPD4: 35S::GmCPD4, Bar = 10 mm; (B and C) Total root length (B) and the lateral root number (C) of plants
shown in A; (D) Silique morphology comparison. Bar = 10 mm; (E and F) Measurement and statistical analysis of the silique length (E) and plant height (F).
The data represents the mean ± SD of three independent experiments. The asterisks indicate significant differences compared to the cpd-91mutant
(**, P< 0.01 by the t-test).

doi:10.1371/journal.pone.0118476.g007
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Therefore, physiological response phenotypes of mutant plants are complemented by
GmCPDs expression, suggesting a restored BR biosynthesis pathway in transgenic lines. This
result further demonstrates that the CPD homologous genes in soybean, GmCPD1, GmCPD2,
GmCPD3 and GmCPD4, are functional in the BR pathway.

GmCPDs Are Involved in Floral Regulation of Arabidopsis
The above results show the phenotypic rescue of Arabidopsis CPD-deficient mutant by
GmCPDs expression. In addition to rescuing morphology, overexpression of GmCPDs also
complemented the delayed flowering of the cpd-91mutant. The observation that the cpd-91
mutant flowered approximately 10 days later than the Col-0 wild type is in agreement with pre-
vious observations (Fig. 10A, B). The transgenic plants transformed with any of the four
GmCPD homologs all bloomed simultaneously with the wild type plant, much earlier than the
cpd-91 plants (Fig. 10A, B).

In order to investigate the roles of CPD in flowering regulation, the expression pattern of
flowering integrating gene, Flowering Locus T (FT), was examined in the transgenic plants
compared with non-transformed cpd-91 and Col-0 wild-types (Fig. 10C). AtFT acts as floral in-
tegrator of all four flowering pathways [51]. The AtFT product, which can move in long dis-
tance through the phloem to initiate flowering at the shoot apex, is a main determinant of the
timing of flowering [52]. In our results, all the groups exhibited similar expression pattern that
AtFT gene maintained at a very low level in the vegetative stage and expressed highly when
flowered (Fig. 10C). Except for that the 35S::GmCPD2 transgenic line showed similar level of
AtFT expression to the wild type, the other three transgenic lines expressed diversely but all
higher than cpd-91mutants (Fig. 10C).

In addition, the expression pattern of AtCPD gene during flowering was also examined in
Arabidopsis leaves that were collected in three developmental stages: vegetative growth (two-
week-old), flowering initiation and flowering period (one week after beginning flowering). It is
showed that the AtCPD transcripts were more abundant in vegetative stage, but decreased dur-
ing flowering (Fig. 10D).

The Potential Roles ofGmCPDs in Soybean Flowering Regulation
To further study the roles of GmCPDs in flowering, GmCPDs transcript levels were tested in
soybean, a typical short-day plant that can undergo flowering reversion. In a previous study by
our lab, 13 days of SD treatment before transfer to an LD condition are enough for flowering
reversion to occur in soybean var. Zigongdongdou. Based on this observation, an effective flow-
ering reversion system was established. In this system, three developmental states, flowering,
continuous vegetative growth and flowering reversion, can be observed in Zigongdongdou
plants under different photoperiods (SD, LD, 13SD-LD). Genes related to photoperiodism and
flower development are preferentially studied in this system. Accordingly, leaf samples were
collected in each photoperiod, and the relative expression levels of GmCPDs were analyzed to
investigate the potential roles of GmCPDs in flowering.

Fig 8. GmCPDs restore hypocotyl elongation of CPD-deficient Arabidopsis mutants in both light and
darkness. (A and B) Morphologies of the five-day-old seedlings grown in darkness (A) and light (B). Col-0:
wild type plants, cpd-91: CPD-deficient mutant,GmCPD1: 35S::GmCPD1,GmCPD2: 35S::GmCPD2,
GmCPD3: 35S::GmCPD3,GmCPD4: 35S::GmCPD4, Bar = 10 mm; (C and D) Average hypocotyl length of
seedlings in darkness (C) and light (D). The data represents the mean ± SD of three independent
experiments. The asterisks indicate significant differences compared to the cpd-91mutant (**, P< 0.01 by
the t-test).

doi:10.1371/journal.pone.0118476.g008
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As shown in the results, all GmCPDs have the same expression pattern: expression was
maintained at a much lower level in the LD condition (Fig. 11A-D). Conversely, when treated
in SD, GmCPDs expression levels were gradually elevated at first. Once SD treatment reached
the 13th day, GmCPDs levels sharply increased to a maximum, then decreased suddenly under
both the SD and LD conditions (Fig. 11A-D). Obviously, these results suggest that GmCPDs ex-
pression is under photoperiod control and is upregulated by SD, a day length that induces flow-
ering. Interestingly, the expression quantity of GmCPDs on the 13th day is around tenfold that
of the 9th day and from nineteen to forty-five times that of the 19th day (Fig. 11A-D). The peak

Fig 9. The variation in the length of root, hypocotyl and petiole showing different brassinosteroid (BR) responses in the wild type (Col-0), CPD-
deficient mutant (cpd-91) and transgenic Arabidopsis plants. (A and B) Phenotypes of the wild type, CPD-deficient mutant and transgenic plants in half-
strength MSmedium supplemented with (B) or without 100 nM 24-epiBL (A). Col-0: wild type plants, cpd-91: CPD-deficient mutant,GmCPD1: 35S::
GmCPD1,GmCPD2: 35S::GmCPD2, GmCPD3: 35S::GmCPD3,GmCPD4: 35S::GmCPD4. Bar = 10 mm; (C) Measurements of the total root length of the
seedlings in the root inhibition assay; (D) Root length shortening after BR treatment; (E) Hypocotyl length of 6-day-old seedling in medium with or without 24-
epiBL; (F) The elongation of hypocotyl after BR treatment; (G) Petiole length of 13-day-old seedling with or without BR treatment; (H) Petiole length
shortening after BR treatment. The data represents the mean ± SD of three independent experiments. The asterisks indicate significant differences
compared to the cpd-91mutant (**, P< 0.01 by the t-test).

doi:10.1371/journal.pone.0118476.g009

Fig 10. Complementation of late-flowering phenotype, expression pattern during flowering and effects on flowering related gene were indicated
the roles ofCPD in Arabidopsis flowering. (A and B) Flowering time analysis among wild type (Col-0), CPD-deficient mutant (cpd-91) and transgenic
Arabidopsis plants. Comparison of the days to flowering (A) and the rosette leaf number (B) at anthesis; (C) The expression pattern of Arabidaopsis
FLOWERING LOCUS T (AtFT) in vegetative stage and flowering period; (D) The expression pattern of AtCPD during flowering. 1, 2 and 3 represent three
developmental stages. 1: vegetative stage, two weeks after emergence; 2: flowering initiation, the time that inflorescence-bud just emerged; 3: flowering
period, one week after flowering.

doi:10.1371/journal.pone.0118476.g010
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on the 13th day is so sharp that we cannot help but wonder what happens on this day. It was
found in a previous study that the apical meristem of Zigongdongdou begins to initiate floral
primordia on the 13th day of SD treatment [39]. The above results suggest a certain relationship
between GmCPDs and floral initiation through the photoperiod pathway.

Fig 11. The expression pattern ofGmCPD genes in the soybean flowering reversion system andGmFT2a transgenic soybean. LD: long day
treatment; SD: short day treatment; 13SD-LD: transfer to long day conditions after 13 days of short day treatment; leaf samples of Zigongdongdou plants
under each photoperiod were collected and qRT-PCRwas used to analyze the expression ofGmCPD1 (A),GmCPD2 (B),GmCPD3 (C),GmCPD4 (D) and
GmFT2a (E); (F) The expression ofGmCPDs inGmFT2a transgenic soybean plants compare to non-transformed Zigongdongdou. The x-axis represents the
days of treatment. Relative expression levels are normalized toGmG6PDH (GenBank accession No. XM_003547631). The data represent the mean ± SD of
three independent experiments.

doi:10.1371/journal.pone.0118476.g011
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When plants were grown in LD after SD induction, the expression of GmCPDs all decreased
but still higher than that of plants grown in either continuous LD or SD (Fig. 11A-D). This re-
sult was not consistent with the expression pattern of GmFT2a, an integrator in photoperiod
pathway. The expression of GmFT2amaintained in a rather low level in either LD or vegetative
stage and raised around the 13th day in SD when flowering initiated (Fig. 11E). When returned
to the LD condition, GmFT2a expression decreased to the same level of that in the continuous
LD treatment (Fig. 11E). Unlike GmFT2a, the expression of GmCPDs had additive effect that
the SD effects could be accumulated when turned into LD condition, suggesting the distinct
roles of GmCPDs in flowering regulation.

Since there was no obvious effect on the pattern of AtFT expression in the absence of CPD
(Fig. 10C) and expression patterns between GmFT2a and GmCPDs in flowering reversion were
different (Fig. 11A-E), it might imply that no direct interaction between GmFT2a and
GmCPDs. To text this, the expression of GmCPDs expression was examined in GmFT2a trans-
genic soybean and compared with the non-transformed Zigongdongdou (Fig. 11F). The pub-
lished data by our lab [53] have showed that one line of GmFT2a transgenic Zigongdongdou
flowered approximately 20 days after emergence under non-inductive LD conditions. The ex-
pression level of GmCPDs in this line was found to be maintained in a quite low level and even
decreased compared to the wild type on the occasion that GmFT2a expressed extremely high
(Fig. 11F). Therefore, the involvement of GmCPDs in flowering regulation may not be linked
to the direct interaction with GmFT2a.

GmCPDs Expression in Soybean Varieties with Different Photoperiod
Sensitivities
Soybean varieties are diverse in photoperiod sensitivity. Zigongdongdou is a photoperiod-sensi-
tive late-flowering variety that only flowers under the SD condition. In contrast, the photoperi-
od-insensitive early-flowering variety Heihe27 blooms approximately 25–27 days after
emergence under both LD and SD conditions [54]. As it is shown in Fig. 12A, at the 36th days
after emergence, Heihe 27 had already set pods while Zigongdongdou still underwent vegetative
growth under the LD condition. These two typical varieties were chosen to evaluate the expres-
sion pattern of GmCPDs in soybean varieties with different photoperiod sensitivities.

We screened leaf samples from Zigongdongdou and Heihe27 after various days of LD treat-
ment. In the 5th, 7th and 9th day after LD treatment (5 d, 7 d and 9 d), all GmCPD genes were
expressed at very low levels in Zigongdongdou but at extremely high levels in Heihe27 (Fig. 12).
After the 11th day, the transcript levels of GmCPDs were remarkably upregulated in Zigong-
dongdou but slightly decreased and maintained inHeihe27 (Fig. 12). The expression patterns
of GmCPD1, GmCPD2 and GmCPD4 were nearly the same; the expression levels of these
GmCPDs were obviously higher inHeihe27 than Zigongdongdou from day 5 to day 11 d. From
day 13 to day 19, the expression levels in Zigongdongdou were increased and higher than
Heihe27, in which the levels were downregulated. At day 25, Heihe27 had higher expression
levels compared to Zigongdongdou (Fig. 12A, B and D). As for the GmCPD3 gene, the expres-
sion levels in Heihe27 were always higher than Zigongdongdou except for day 15. GmCPD3 was
most highly expressed inHeihe27 at day 19 (Fig. 12C). However, the expressions of GmCPDs
in Zigongdongdou under the LD condition in this experiment (Fig. 12) have differences with
the results shown in Fig. 11A-D. This may due to the different culture temperature (described
in section of Material and Methods) and sampling time. The leaf samples in this experiment
were collected in the morning, while the samples in Fig. 11 were collected in the afternoon.
Since genes usually have different expression levels during the day, the results in the two exper-
iments are not comparable. We only analyzed the expression differences of GmCPDs among
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Fig 12. Expression patterns ofGmCPDs in soybean varieties of different photoperiod sensitivities (Zigongdongdou andHeihe27) during LD
treatment. (A) The phenotype of early and late flowering soybean plants. Heihe 27 on the left is a photoperiod-insensitive early-maturity variety;
Zigongdongdou on the right is a photoperiod-sensitive late-maturity variety. The photo was taken at the 36th day after emergence under long day condition.
Heihe 27 had already produced one pod with length more than 2 cm and some younger pods (labeled by red arrows), while Zigongdongdou remained
vegetative growth. Bar = 10 cm; Leaf samples from long day grown soybean plants were taken at the 5th, 7th, 9th, 11th, 13th, 15th, 19th and 25th day after
cotyledon opening and labeled as 5 d, 7 d, 9 d, 11 d, 13 d, 15 d, 19 d and 25 d; qRT-PCRwas carried out to determine the relative expression levels of
GmCPD1 (B),GmCPD2 (C),GmCPD3 (D) andGmCPD4 (E) in each sample. Relative expression levels are normalized toGmG6PDH (GenBank accession
No. XM_003547631); the data represent the mean ± SD of three independent experiments.

doi:10.1371/journal.pone.0118476.g012
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Zigongdongdou and Heihe 27 in this experiment that carried out in the same condition and
sampled at the same time every day.

Leaves and cotyledons are the two main tissues in which GmCPDs are expressed (Fig. 4A).
Therefore, cotyledons were also collected from Zigongdongdou and Heihe27 on the 3rd, 6th and
9th days after LD treatment. GmCPD1, GmCPD2 and GmCPD4 had similar expression pat-
terns: their expression levels tended to decreased with time in Zigongdongdou but increased in
Heihe27. Although levels in Zigongdongdou were higher on the 3rd day compared toHeihe27,
the levels were much lower on the 6th and 9th days (Fig. 13A, B and D). The expression pattern
of GmCPD3 was rather special: the expression levels of GmCPD3 in both Zigongdongdou and
Heihe27 decreased each day, but the gene was still expressed more highly inHeihe27 compared
to Zigongdongdou (Fig. 13C).

Regardless of whether leaves or cotyledons were measured, all GmCPDs exhibited more vig-
orous expression (much higher level) inHeihe27 compared to Zigongdongdou, especially in the
early days of LD treatment. The flowering ofHeihe27 is less regulated by photoperiod and can
be initiated by the LD non-inducible day length. Compared to the strict short day flowering va-
riety Zigongdongdou, the expression of GmCPDs is increased inHeihe27. In our opinion,

Fig 13. Comparison ofGmCPDs expression in the cotyledons of Zigongdongdou andHeihe27, two soybean varieties with distinct photoperiod
sensitivities. Relative expression levels ofGmCPD1 (A),GmCPD2 (B),GmCPD3 (C) andGmCPD4 (D) were analyzed by qRT-PCR on the 3rd day (3 d), 6th

day (6 d) and 9th day (9 d) after cotyledon opening under the LD condition. Relative expression levels are normalized toGmG6PDH (GenBank accession No.
XM_003547631). The data represent the mean ± SD of three independent experiments, and asterisks indicate significant differences compared to the
Zigongdongdou plants (**, P< 0.01 by the t-test).

doi:10.1371/journal.pone.0118476.g013
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differences in florescence between varieties is not only determined by the flowering regulation
pathway but also by how each variety has been prepared for flowering; such preparation is af-
fected by many factors, which may include GmCPDs.

Discussion

BR Intermediate Products Catalyzed by GmCPDMove Long Distances
In the tissue-specific expression assay, the observation that GmCPDs are expressed mainly in
cotyledons and leaves (Fig. 4A) is consistent with the expression pattern of CPD in Arabidopsis
[47] but does not coincide with the distribution pattern of bioactive BR [55,56]. The bioactive
BR levels in vegetative tissues are much lower [30,56,57], with the highest levels generally oc-
curring in reproductive organs [48,49,56,58], where BR can easily perform its intended func-
tion due to its lack of transport [30,55]. It has also been reported that the transcript levels of
most BR biosynthesis genes are generally higher in tissues with high BR levels [48,49,57,59];
CPD obviously is an exception. Because CYP90A/CPD encoded by the CPD gene catalyzes an
early step of BR synthesis [19], long-distance movements are required for BR intermediate
products to finish synthesis where untransported bioactive BR are accumulated. With this as-
sumption, the paradox that GmCPDs transcript levels are not higher in tissues with high BR
levels is readily explained.

However, long-distance transformation is so costly that we wonder if the higher expression
of GmCPDs in vegetative tissues holds further meanings. One possibility is because CPD is
under light-dependent diurnal regulation primarily mediated by phytochrome signaling [23],
leaves and cotyledons, where phytochrome collects, are preferred. In addition, recent work has
revealed that BR plays a controlling role in the assembly and function of the photosynthetic ap-
paratus. Moreover, severe thermal instability of oxygen yields has been observed in cpdmu-
tants [60], suggesting the potential role of CPD in photosynthesis. All of these intriguing
hypotheses are worthy of further investigation.

Universality and Characteristics of GmCPDs Compared with AtCPD
The homologous sequences of CPD in soybean have not been isolated until the current study.
Strong similarities were found between GmCPDs and AtCPD in many aspects. First, GmCPDs
and AtCPD bear high identities in amino acid sequence and structure. Second, GmCPD1,
GmCPD2 and GmCPD4 were most highly expressed in leaves and cotyledons, consistent with
the AtCPD expression pattern. Most importantly, transformation of GmCPD genes into an
Arabidopsis CPD-deficient mutant restored the BR biosynthesis pathway and complemented
the mutant phenotype with respect to root development, leaf expansion, plant type architecture
and flowering regulation, suggesting functional similarity between GmCPDs and AtCPD.

In addition, GmCPDs exhibit some special characteristics in soybean. One is that GmCPD3
only expresses highly in the young pods of soybean plants. The other is the potential role of
GmCPDs in soybean flowering regulation. We scanned the entire developmental stage of soy-
bean in a flowering reversion system and found that GmCPDs were under photoperiod control.
The highest GmCPD transcript levels were observed on the 13th day under SD treatment, when
the floral meristem initiated. Additionally, GmCPDs expressed distinctly in soybean varieties
with different photoperiod sensitivities, with insensitive varieties exhibiting higher expression
levels especially in the early stages of development. The late flowering phenotype of the cpd
mutant indicated an essential role of CPD in flowering regulation, but the expression patterns
of GmCPDs in soybean suggested a contributing role of GmCPDs in the early stages of
flowering development.
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Furthermore, all the four GmCPDsmay perform individual roles and cooperate to regulate
flowering. The genomic locations of GmCPD1 and GmCPD2 were associated to the QTLs of
flower number and the time of the first flower (Fig. 3). Taken into account that GmCPD2 with
the lowest identity of AtCPD was not influenced in the transcription level by highly expressed
GmFT2a while other GmCPD homologs decreased in expression (Fig. 11F), GmCPD1 with the
highest identity to AtCPD is more likely to play the major role in flowering regulation. Addi-
tionally, analysis of SSR markers around GmCPD3 and GmCPD4 suggested their association
with QTLs of pod maturity and seed quality traits (Fig. 3). This result, taken together with
GmCPD3 specifically expressing in young pods (Fig. 4A), was rather indicated that GmCPD3
and GmCPD4may involve in post-flowering development and fruit ripping. Considering their
behavior in flowering regulation, GmCPD3 and GmCPD4 are possible to contribute in the
whole reproductive stage. Especially GmCPD4, bearing similar pattern with GmCPD1 and
GmCPD2 in flowering regulation, may be the most versatile among this GmCPD genes.

GmCPDs Act as Participants in Flowering Regulation
Our study confirmed previous observations that cpdmutants exhibit a prolonged vegetative
phase and delayed flowering (Fig. 10A, B) [12,34]. This phenotype can be rescued by overex-
pression of any of the GmCPDs we isolated (Fig. 10 A, B). It is therefore clear that GmCPDs are
associated with flowering. CPD has been reported to interact with genes involved in the circadi-
an clock [23,35], the upstream of FT in photoperiod pathway. However, in the analysis of AtFT
expression in wild type, cpd-91mutant and mutant with GmCPDs transformation, no obvious
difference in expression pattern was found (Fig. 10C). In Col-0 Arabidopsis, the expression
level of AtCPD was higher in vegetative stages and decreased after flowering (Fig. 10D). There-
fore, GmCPDsmay participate in flowering induction. Considering that there was no evidence
of changes in flowering time when exogenous BR was applied, thus, GmCPD is not the trigger
of flowering, acting as a participant rather than a decider.

This hypothesis was illustrated by our analysis of GmCPD expression patterns in a flowering
reversion system (Fig. 11). The striking observations were that expression of GmCPDs is under
photoperiod control and is upregulated sharply on the 13th day of SD treatment. The 13th day
of SD treatment (13SD) is rather special. In a previous study by our lab, Xiaomei Li et al inves-
tigated the morphological and anatomical changes that occur during flowering reversion of
Zigongdongdou [39]. At day 13 under SD condition, the apical meristem began to initiate floral
primordia inside the newly formed bracts. Before day 13, the apical meristem retained its vege-
tative status, and the floral primordia only appeared in the axils of newly formed trifoliolates.
The same result also shown by Cunxiang Wu et al (Fig. 9) and Hongbo Sun et al (Fig. 6)
[40,53]; although the lateral floral meristems appeared at SD7, inflorescence differentiation was
initiated at the shoot apices at SD13, indicated by the formation of floral meristems and pri-
mordia. Logically, these results highlight the potential role of GmCPDs in the floral transition
of apical meristem.

One possible explanation of the delayed flowering in cpdmutants is that floral meristem for-
mation is retarded in the absence of the CPD gene, resulting in prolonged flower development
manifested as a flowering time delay. How CPD participates in floral meristem initiation has
not been reported up to now, but the highest level of endogenous BRs and the highest expres-
sion of the BR-biosynthesis genes, DWF4, BR6ox1 and BR6ox2, have been observed in the api-
cal shoots of Arabidopsis [57]. The effects of BR in cell elongation and cell wall modification is
reported to be of vital importance for shoot apical meristem (SAM) function and inflorescence
architecture in rice[61]. Further study on the relationship between CPD and the shoot apex
meristem switch is needed. The new roles of CPD in plant development await uncovering.

GmCPD and Flowering Regulation

PLOS ONE | DOI:10.1371/journal.pone.0118476 March 3, 2015 22 / 25



Supporting Information
S1 Table. Primer sequences used.
(DOC)

Author Contributions
Conceived and designed the experiments: MWQWTH. Performed the experiments: MW XX
XZ. Analyzed the data: MW CW TH. Contributed reagents/materials/analysis tools: SS CW
WH TH. Wrote the paper: MW TH.

References
1. Michaels SD (2009) Flowering time regulation produces much fruit. Current opinion in plant biology 12:

75–80. doi: 10.1016/j.pbi.2008.09.005 PMID: 18938104

2. Achard P, Baghour M, Chapple A, Hedden P, Van Der Straeten D, et al. (2007) The plant stress hor-
mone ethylene controls floral transition via DELLA-dependent regulation of floral meristem-identity
genes. Proceedings of the National Academy of Sciences 104: 6484–6489. PMID: 17389366

3. Lee JH, Yoo SJ, Park SH, Hwang I, Lee JS, et al. (2007) Role of SVP in the control of flowering time by
ambient temperature in Arabidopsis. Genes & development 21: 397–402.

4. Wollenberg AC, Strasser B, Cerdán PD, Amasino RM (2008) Acceleration of flowering during shade
avoidance in Arabidopsis alters the balance between FLOWERING LOCUS C-mediated repression
and photoperiodic induction of flowering. Plant physiology 148: 1681–1694. doi: 10.1104/pp.108.
125468 PMID: 18790998

5. Kotchoni SO, Larrimore KE, Mukherjee M, Kempinski CF, Barth C (2009) Alterations in the endogenous
ascorbic acid content affect flowering time in Arabidopsis. Plant physiology 149: 803–815. doi: 10.
1104/pp.108.132324 PMID: 19028878

6. Clouse SD, Sasse JM (1998) BRASSINOSTEROIDS: Essential Regulators of Plant Growth and Devel-
opment. Annu Rev Plant physiology Plant Mol Biol 49: 427–451. PMID: 15012241

7. Alabadi D, Blazquez MA, Carbonell J, Ferrandiz C, Perez-Amador MA (2009) Instructive roles for hor-
mones in plant development. Int J Dev Biol 53: 1597–1608. doi: 10.1387/ijdb.072423da PMID:
19247940

8. Yang CJ, Zhang C, Lu YN, Jin JQ, Wang XL (2011) The mechanisms of brassinosteroids' action: from
signal transduction to plant development. Mol Plant 4: 588–600. doi: 10.1093/mp/ssr020 PMID:
21471332

9. Chory J, Nagpal P, Peto CA (1991) Phenotypic and Genetic Analysis of det2, a NewMutant That Af-
fects Light-Regulated Seedling Development in Arabidopsis. Plant Cell 3: 445–459. PMID: 12324600

10. Azpiroz R, Wu Y, LoCascio JC, Feldmann KA (1998) An Arabidopsis brassinosteroid-dependent mu-
tant is blocked in cell elongation. The Plant Cell 10: 219–230. PMID: 9490745

11. Li J, Chory J (1997) A putative leucine-rich repeat receptor kinase involved in brassinosteroid signal
transduction. Cell 90: 929–938. PMID: 9298904

12. Domagalska MA, Schomburg FM, Amasino RM, Vierstra RD, Nagy F, et al. (2007) Attenuation of bras-
sinosteroid signaling enhances FLC expression and delays flowering. Development 134: 2841–2850.
PMID: 17611230

13. Szekeres M, Nemeth K, KonczKalman Z, Mathur J, Kauschmann A, et al. (1996) Brassinosteroids res-
cue the deficiency of CYP90, a cytochrome P450, controlling cell elongation and de-etiolation in arabi-
dopsis. Cell 85: 171–182. PMID: 8612270

14. Xu Y, Zhang X, Li Q, Cheng Z, Lou H, et al. (2014) BdBRD1, a brassinosteroid C-6 oxidase homolog in
Brachypodium distachyon L., is required for multiple organ development. Plant Physiology and
Biochemistry.

15. Higgins JA, Bailey PC, Laurie DA (2010) Comparative genomics of flowering time pathways using Bra-
chypodium distachyon as a model for the temperate grasses. PLoS ONE 5: e10065. doi: 10.1371/
journal.pone.0010065 PMID: 20419097

16. Zhang Y, Li B, Xu Y, Li H, Li S, et al. (2013) The cyclophilin CYP20–2 modulates the conformation of
BRASSINAZOLE-RESISTANT1, which binds the promoter of FLOWERING LOCUS D to regulate flow-
ering in Arabidopsis. The Plant Cell 25: 2504–2521. doi: 10.1105/tpc.113.110296 PMID: 23897924

17. Kauschmann A, Jessop A, Koncz C, Szekeres M, Willmitzer L, et al. (1996) Genetic evidence for an es-
sential role of brassinosteroids in plant development. Plant Journal 9: 701–713.

GmCPD and Flowering Regulation

PLOS ONE | DOI:10.1371/journal.pone.0118476 March 3, 2015 23 / 25

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0118476.s001
http://dx.doi.org/10.1016/j.pbi.2008.09.005
http://www.ncbi.nlm.nih.gov/pubmed/18938104
http://www.ncbi.nlm.nih.gov/pubmed/17389366
http://dx.doi.org/10.1104/pp.108.125468
http://dx.doi.org/10.1104/pp.108.125468
http://www.ncbi.nlm.nih.gov/pubmed/18790998
http://dx.doi.org/10.1104/pp.108.132324
http://dx.doi.org/10.1104/pp.108.132324
http://www.ncbi.nlm.nih.gov/pubmed/19028878
http://www.ncbi.nlm.nih.gov/pubmed/15012241
http://dx.doi.org/10.1387/ijdb.072423da
http://www.ncbi.nlm.nih.gov/pubmed/19247940
http://dx.doi.org/10.1093/mp/ssr020
http://www.ncbi.nlm.nih.gov/pubmed/21471332
http://www.ncbi.nlm.nih.gov/pubmed/12324600
http://www.ncbi.nlm.nih.gov/pubmed/9490745
http://www.ncbi.nlm.nih.gov/pubmed/9298904
http://www.ncbi.nlm.nih.gov/pubmed/17611230
http://www.ncbi.nlm.nih.gov/pubmed/8612270
http://dx.doi.org/10.1371/journal.pone.0010065
http://dx.doi.org/10.1371/journal.pone.0010065
http://www.ncbi.nlm.nih.gov/pubmed/20419097
http://dx.doi.org/10.1105/tpc.113.110296
http://www.ncbi.nlm.nih.gov/pubmed/23897924


18. Ohnishi T, Szatmari A-M, Watanabe B, Fujita S, Bancos S, et al. (2006) C-23 hydroxylation by Arabi-
dopsis CYP90C1 and CYP90D1 reveals a novel shortcut in brassinosteroid biosynthesis. The Plant
Cell 18: 3275–3288. PMID: 17138693

19. Ohnishi T, Godza B, Watanabe B, Fujioka S, Hategan L, et al. (2012) CYP90A1/CPD, a brassinosteroid
biosynthetic cytochrome P450 of Arabidopsis, catalyzes C-3 oxidation. J Biol Chem 287: 31551–
31560. doi: 10.1074/jbc.M112.392720 PMID: 22822057

20. Divi UK, Krishna P (2009) Brassinosteroid: a biotechnological target for enhancing crop yield and stress
tolerance. N Biotechnol 26: 131–136. doi: 10.1016/j.nbt.2009.07.006 PMID: 19631770

21. Li J, Li Y, Chen S, An L (2010) Involvement of brassinosteroid signals in the floral-induction network of
Arabidopsis. J Exp Bot 61: 4221–4230. doi: 10.1093/jxb/erq241 PMID: 20685730

22. Noguchi T, Fujioka S, Choe S, Takatsuto S, Tax FE, et al. (2000) Biosynthetic pathways of brassinolide
in Arabidopsis. Plant physiologyogy 124: 201–209. PMID: 10982435

23. Bancos S, Szatmari AM, Castle J, Kozma-Bognar L, Shibata K, et al. (2006) Diurnal regulation of the
brassinosteroid-biosynthetic CPD gene in arabidopsis. Plant Physiology 141: 299–309. PMID:
16531479

24. Toyomasu T, Kawaide H, Mitsuhashi W, Inoue Y, Kamiya Y (1998) Phytochrome regulates gibberellin
biosynthesis during germination of photoblastic lettuce seeds. Plant Physiology 118: 1517–1523.
PMID: 9847128

25. Yamaguchi S, Smith MW, Brown RGS, Kamiya Y, Sun TP (1998) Phytochrome regulation and differen-
tial expression of gibberellin 3 beta-hydroxylase genes in germinating Arabidopsis seeds. Plant Cell
10: 2115–2126. PMID: 9836749

26. Ait-Ali T, Frances S, Weller JL, Reid JB, Kendrick RE, et al. (1999) Regulation of gibberellin 20-oxidase
and gibberellin 3beta-hydroxylase transcript accumulation during De-etiolation of pea seedlings. Plant
physiology 121: 783–791. PMID: 10557226

27. Jackson SD, James PE, Carrera E, Prat S, Thomas B (2000) Regulation of transcript levels of a potato
gibberellin 20-oxidase gene by light and phytochrome B. Plant Physiology 124: 423–430. PMID:
10982455

28. Harmer SL, Kay SA (2005) Positive and negative factors confer phase-specific circadian regulation of
transcription in Arabidopsis. Plant Cell 17: 1926–1940. PMID: 15923346

29. Green RM, Tobin EM (1999) Loss of the circadian clock-associated protein I in Arabidopsis results in al-
tered clock-regulated gene expression. Proceedings of the National Academy of Sciences of the United
States of America 96: 4176–4179. PMID: 10097183

30. Symons GM, Reid JB (2004) Brassinosteroids do not undergo long-distance transport in pea. Implica-
tions for the regulation of endogenous brassinosteroid levels. Plant physiology 135: 2196–2206.
PMID: 15299131

31. McClung CR (2006) Plant circadian rhythms. Plant Cell 18: 792–803. PMID: 16595397

32. Suárez-López P, Wheatley K, Robson F, Onouchi H, Valverde F, et al. (2001) CONSTANSmediates
between the circadian clock and the control of flowering in Arabidopsis. Nature 410: 1116–1120.
PMID: 11323677

33. Yanovsky MJ, Kay SA (2002) Molecular basis of seasonal time measurement in Arabidopsis. Nature
419: 308–312. PMID: 12239570

34. Li J, Chory J (1997) A putative leucine-rich repeat receptor kinase involved in brassinosteroid signal
transduction. Cell 90: 929–938. PMID: 9298904

35. Hanano S, Domagalska MA, Nagy F, Davis SJ (2006) Multiple phytohormones influence distinct pa-
rameters of the plant circadian clock. Genes to Cells 11: 1381–1392. PMID: 17121545

36. Battey N, Lyndon R (1990) Reversion of flowering. The botanical review 56: 162–189.

37. Han T, Gai J, Wang J, Zhou D (1997) Discovery of flowering reversion in soybean plants. Acta Agrono-
mica Sinina 24: 168–171.

38. Washburn CF, Thomas JF (2000) Reversion of flowering in Glycine max (Fabaceae). American Journal
of Botany 87: 1425–1438. PMID: 11034918

39. Li X-M, Wu C-X, Ma Q-B, Zhang S, Li C-L, et al. (2005) Morphology and anatomy of the differentiation
of flower buds and the process of flowering reversion in soybean cv. Zigongdongdou. Acta Agronomica
Sinina 31: 1437–1442.

40. WuCX, Ma QB, Yam KM, Cheung MY, Xu YY, et al. (2006) In situ expression of the GmNMH7 gene is
photoperiod-dependent in a unique soybean (Glycine max [L.] Merr.) flowering reversion system.
Planta 223: 725–735. PMID: 16208488

41. Gai J, Wang Y (2001) A study on the varietal eco-regions of soybeans in China. Scientia Agricultura
Sinica 34: 139–145.

GmCPD and Flowering Regulation

PLOS ONE | DOI:10.1371/journal.pone.0118476 March 3, 2015 24 / 25

http://www.ncbi.nlm.nih.gov/pubmed/17138693
http://dx.doi.org/10.1074/jbc.M112.392720
http://www.ncbi.nlm.nih.gov/pubmed/22822057
http://dx.doi.org/10.1016/j.nbt.2009.07.006
http://www.ncbi.nlm.nih.gov/pubmed/19631770
http://dx.doi.org/10.1093/jxb/erq241
http://www.ncbi.nlm.nih.gov/pubmed/20685730
http://www.ncbi.nlm.nih.gov/pubmed/10982435
http://www.ncbi.nlm.nih.gov/pubmed/16531479
http://www.ncbi.nlm.nih.gov/pubmed/9847128
http://www.ncbi.nlm.nih.gov/pubmed/9836749
http://www.ncbi.nlm.nih.gov/pubmed/10557226
http://www.ncbi.nlm.nih.gov/pubmed/10982455
http://www.ncbi.nlm.nih.gov/pubmed/15923346
http://www.ncbi.nlm.nih.gov/pubmed/10097183
http://www.ncbi.nlm.nih.gov/pubmed/15299131
http://www.ncbi.nlm.nih.gov/pubmed/16595397
http://www.ncbi.nlm.nih.gov/pubmed/11323677
http://www.ncbi.nlm.nih.gov/pubmed/12239570
http://www.ncbi.nlm.nih.gov/pubmed/9298904
http://www.ncbi.nlm.nih.gov/pubmed/17121545
http://www.ncbi.nlm.nih.gov/pubmed/11034918
http://www.ncbi.nlm.nih.gov/pubmed/16208488


42. Curtis DF, Tanner JW, Luzzi BM, Hume DJ (2000) Agronomic and phenological differences of soybean
isolines differing in maturity and growth habit. Crop Science 40: 1624–1629.

43. Zhen J, Cun-xiang W, MiaoW, Hong-bo S, Wen-sheng H, et al. (2011) Effects of leaf number of stock
or scion in graft union on scion growth and development of soybean. Acta Agronomica Sinina 37: 650–
660.

44. Clough SJ, Bent AF (1998) Floral dip: a simplified method for Agrobacterium-mediated transformation
of Arabidopsis thaliana. Plant Journal 16: 735–743. PMID: 10069079

45. Koch BM, Sibbesen O, Halkier BA, Svendsen I, Moller BL (1995) The Primary Sequence of Cyto-
chrome P450tyr, the Multifunctional N-Hydroxylase Catalyzing the Conversion of L-Tyrosine to P-
Hydroxyphenylacetaldehyde Oxime in the Biosynthesis of the Cyanogenic Glucoside Dhurrin in Sor-
ghum-Bicolor (L) Moench. Archives of Biochemistry and Biophysics 323: 177–186. PMID: 7487064

46. Liu S, Ju J, Xia G (2014) Identification of the flavonoid 30-hydroxylase and flavonoid 30,50-hydroxylase
genes from Antarctic moss and their regulation during abiotic stress. Gene 543: 145–152. doi: 10.
1016/j.gene.2014.03.026 PMID: 24631264

47. Mathur J, Molnar G, Fujioka S, Takatsuto S, Sakurai A, et al. (1998) Transcription of the Arabidopsis
CPD gene, encoding a steroidogenic cytochrome P450, is negatively controlled by brassinosteroids.
Plant Journal 14: 593–602. PMID: 9675902

48. Montoya T, Nomura T, Yokota T, Farrar K, Harrison K, et al. (2005) Patterns of Dwarf expression and
brassinosteroid accumulation in tomato reveal the importance of brassinosteroid synthesis during fruit
development. Plant Journal 42: 262–269. PMID: 15807787

49. Symons GM, Davies C, Shavrukov Y, Dry IB, Reid JB, et al. (2006) Grapes on steroids. Brassinoster-
oids are involved in grape berry ripening. Plant physiology 140: 150–158. PMID: 16361521

50. Kim HB, Kwon M, Ryu H, Fujioka S, Takatsuto S, et al. (2006) The regulation of DWARF4 expression is
likely a critical mechanism in maintaining the homeostasis of bioactive brassinosteroids in Arabidopsis.
Plant Physiology 140: 548–557. PMID: 16407451

51. Wellmer F, Riechmann JL (2010) Gene networks controlling the initiation of flower development.
Trends in Genetics 26: 519–527. doi: 10.1016/j.tig.2010.09.001 PMID: 20947199

52. Corbesier L, Vincent C, Jang S, Fornara F, Fan Q, et al. (2007) FT protein movement contributes to
long-distance signaling in floral induction of Arabidopsis. science 316: 1030–1033. PMID: 17446353

53. Sun H, Jia Z, Cao D, Jiang B, Wu C, et al. (2011) GmFT2a, a soybean homolog of FLOWERING
LOCUS T, is involved in flowering transition and maintenance. PLoS One 6: e29238. doi: 10.1371/
journal.pone.0029238 PMID: 22195028

54. Zhen J, Cun-xiang W, MiaoW, Hong-bo S, Wen-sheng H, et al. (2011) Effects of leaf number of stock
or scion in graft union on scion growth and development of soybean. Acta Agronomica Sinina 37: 650–
660.

55. Symons GM, Ross JJ, Jager CE, Reid JB (2008) Brassinosteroid transport. J Exp Bot 59: 17–24.
PMID: 17709326

56. Bajguz A, Tretyn A (2003) The chemical characteristic and distribution of brassinosteroids in plants.
Phytochemistry 62: 1027–1046. PMID: 12591256

57. Shimada Y, Goda H, Nakamura A, Takatsuto S, Fujioka S, et al. (2003) Organ-specific expression of
brassinosteroid-biosynthetic genes and distribution of endogenous brassinosteroids in Arabidopsis.
Plant physiology 131: 287–297. PMID: 12529536

58. Nomura T, UenoM, Yamada Y, Takatsuto S, Takeuchi Y, et al. (2007) Roles of brassinosteroids and re-
lated mRNAs in pea seed growth and germination. Plant physiology 143: 1680–1688. PMID:
17322340

59. Bancos S, Nomura T, Sato T, Molnar G, Bishop GJ, et al. (2002) Regulation of transcript levels of the
Arabidopsis cytochrome p450 genes involved in brassinosteroid biosynthesis. Plant physiology 130:
504–513. PMID: 12226529

60. Krumova S, Zhiponova M, Dankov K, Velikova V, Balashev K, et al. (2013) Brassinosteroids regulate
the thylakoid membrane architecture and the photosystem II function. Journal of Photochemistry and
Photobiology B-Biology 126: 97–104. doi: 10.1016/j.jphotobiol.2013.07.008 PMID: 23911861

61. Tsuda K, Kurata N, Ohyanagi H, Hake S (2014) Genome-wide study of KNOX regulatory network re-
veals brassinosteroid catabolic genes important for shoot meristem function in rice. The Plant Cell 26:
3488–3500. doi: 10.1105/tpc.114.129122 PMID: 25194027

GmCPD and Flowering Regulation

PLOS ONE | DOI:10.1371/journal.pone.0118476 March 3, 2015 25 / 25

http://www.ncbi.nlm.nih.gov/pubmed/10069079
http://www.ncbi.nlm.nih.gov/pubmed/7487064
http://dx.doi.org/10.1016/j.gene.2014.03.026
http://dx.doi.org/10.1016/j.gene.2014.03.026
http://www.ncbi.nlm.nih.gov/pubmed/24631264
http://www.ncbi.nlm.nih.gov/pubmed/9675902
http://www.ncbi.nlm.nih.gov/pubmed/15807787
http://www.ncbi.nlm.nih.gov/pubmed/16361521
http://www.ncbi.nlm.nih.gov/pubmed/16407451
http://dx.doi.org/10.1016/j.tig.2010.09.001
http://www.ncbi.nlm.nih.gov/pubmed/20947199
http://www.ncbi.nlm.nih.gov/pubmed/17446353
http://dx.doi.org/10.1371/journal.pone.0029238
http://dx.doi.org/10.1371/journal.pone.0029238
http://www.ncbi.nlm.nih.gov/pubmed/22195028
http://www.ncbi.nlm.nih.gov/pubmed/17709326
http://www.ncbi.nlm.nih.gov/pubmed/12591256
http://www.ncbi.nlm.nih.gov/pubmed/12529536
http://www.ncbi.nlm.nih.gov/pubmed/17322340
http://www.ncbi.nlm.nih.gov/pubmed/12226529
http://dx.doi.org/10.1016/j.jphotobiol.2013.07.008
http://www.ncbi.nlm.nih.gov/pubmed/23911861
http://dx.doi.org/10.1105/tpc.114.129122
http://www.ncbi.nlm.nih.gov/pubmed/25194027


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.0000
  /ColorConversionStrategy /CMYK
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments true
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e9ad88d2891cf76845370524d53705237300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc9ad854c18cea76845370524d5370523786557406300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV (Za stvaranje Adobe PDF dokumenata najpogodnijih za visokokvalitetni ispis prije tiskanja koristite ove postavke.  Stvoreni PDF dokumenti mogu se otvoriti Acrobat i Adobe Reader 5.0 i kasnijim verzijama.)
    /HUN <>
    /ITA <>
    /JPN <FEFF9ad854c18cea306a30d730ea30d730ec30b951fa529b7528002000410064006f0062006500200050004400460020658766f8306e4f5c6210306b4f7f75283057307e305930023053306e8a2d5b9a30674f5c62103055308c305f0020005000440046002030d530a130a430eb306f3001004100630072006f0062006100740020304a30883073002000410064006f00620065002000520065006100640065007200200035002e003000204ee5964d3067958b304f30533068304c3067304d307e305930023053306e8a2d5b9a306b306f30d530a930f330c8306e57cb30818fbc307f304c5fc59808306730593002>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020ace0d488c9c80020c2dcd5d80020c778c1c4c5d00020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken die zijn geoptimaliseerd voor prepress-afdrukken van hoge kwaliteit. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents best suited for high-quality prepress printing.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /ConvertToCMYK
      /DestinationProfileName ()
      /DestinationProfileSelector /DocumentCMYK
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure false
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles false
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /DocumentCMYK
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /UseDocumentProfile
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


