. biology

Article

Ascorbate-Glutathione Cycle Genes Families in Euphorbiaceae:
Characterization and Evolutionary Analysis

Douglas Jardim-Messeder 1'>*, Ygor de Souza-Vieira "2, Lucas Corréa Lavaquial 1-2, Daniela Cassol 10,

Vanessa Galhego !, Gabriel Afonso Bastos !, Thais Felix-Cordeiro !, Régis Lopes Corréa
6,7

Marcia Margis-Pinheiro

check for
updates

Citation: Jardim-Messeder, D.; de
Souza-Vieira, Y.; Lavaquial, L.C.;
Cassol, D.; Galhego, V.; Bastos, G.A.;
Felix-Cordeiro, T.; Corréa, R.L.;
Zamocky, M.; Margis-Pinheiro, M.;
et al. Ascorbate-Glutathione Cycle
Genes Families in Euphorbiaceae:
Characterization and Evolutionary
Analysis. Biology 2023, 12, 19.
https:/ /doi.org/10.3390/
biology12010019

Academic Editor: Valeria Terzi

Received: 9 November 2022
Revised: 12 December 2022
Accepted: 15 December 2022
Published: 22 December 2022

L35, Marcel Zamocky 45

and Gilberto Sachetto-Martins !

Laboratério de Genémica Funcional e Transdugédo de Sinal, Departamento de Genética,

Universidade Federal do Rio de Janeiro, Avenida Carlos Chagas Filho 373, Cidade Universitaria,

Rio de Janeiro 21941-590, Brazil

Laboratorio de Biologia Molecular de Plantas, Instituto de Bioquimica Médica Leopoldo de Meis,
Universidade Federal do Rio de Janeiro, Avenida Carlos Chagas Filho 373, Cidade Universitdria,

Rio de Janeiro 21941-590, Brazil

Instituto de Biologia Integrativa de Sistemas (I12SysBio), Consejo Superior de Investigaciones
Cientificas (CSIC)—Universitat de Valéncia, Paterna, 46980 Valencia, Spain

Laboratory of Phylogenomic Ecology, Institute of Molecular Biology, Slovak Academy of Sciences,
Dubravska cesta 21, 84551 Bratislava, Slovakia

Department of Chemistry, Institute of Biochemistry, University of Natural Resources and Life Sciences,
Muthgasse 18, 1190 Vienna, Austria

Laboratorio de Genémica Funcional de Plantas, Departamento de Genética, Universidade Federal do Rio
Grande do Sul, Avenida Bento Gongalves 9500, Agronomia, Porto Alegre 90650-001, Brazil

Centro de Biotecnologia, Universidade Federal do Rio Grande do Sul, Avenida Bento Gongalves 9500,
Agronomia, Porto Alegre 90650-001, Brazil

*  Correspondence: douglas.messeder@bioqmed.ufrj.br

Simple Summary: The climatic changes pose important threats to agriculture. Plants are sessile
organisms and need to cope with different environmental conditions throughout their lifespan. Most
responses involve different signaling molecules, including reactive oxygen species (ROS). Due to
their high reactivity, ROS are also an oxidative threat to the cell. Consequently, plant cells display
elaborated defenses against oxidative stress. The ascorbate-glutathione cycle is the main antioxidant
pathway in photosynthetic organisms and is composed by the enzymes ascorbate peroxidase (APX),
monodehydroascorbate reductase (MDAR), dehydroascorbate reductase (DHAR), and glutathione
reductase (GR). Here, the APX, MDAR, DHAR and GR genes from castor bean, cassava, jatropha and
rubber tree were identified and classified. This classification allowed the prediction of their subcellular
localization within plant cells, such as cytosol, peroxisomes, chloroplasts, and mitochondria. Our
analysis also contributes to understanding the evolutionary history of these genes. The expression
pattern of ascorbate-glutathione cycle genes in castor bean submitted to drought reveals changes in
leaves and roots. Altogether, these data contribute to uncovering the regulation of ROS metabolism
during stress response in castor bean, which is highly tolerant to drought.

Abstract: Ascorbate peroxidase (APX), Monodehydroascorbate Reductase (MDAR), Dehydroascor-
bate Reductase (DHAR) and Glutathione Reductase (GR) enzymes participate in the ascorbate-
glutathione cycle, which exerts a central role in the antioxidant metabolism in plants. Despite the
importance of this antioxidant system in different signal transduction networks related to devel-
opment and response to environmental stresses, the pathway has not yet been comprehensively
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characterized in many crop plants. Among different eudicotyledons, the Euphorbiaceae family is
particularly diverse with some species highly tolerant to drought. Here the APX, MDAR, DHAR,

This article is an open access article . .. . . . .
P and GR genes in Ricinus communis, Jatropha curcas, Manihot esculenta, and Hevea brasiliensis were

distributed under the terms and . e . . . .
identified and characterized. The comprehensive phylogenetic and genomic analyses allowed the
conditions of the Creative Commons

Attribution (CC BY) license (https://

creativecommons.org/licenses /by /
40/). these families within plant genomes. Due to the high drought stress tolerance of Ricinus communis, the

classification of the genes into different classes, equivalent to cytosolic, peroxisomal, chloroplastic,
and mitochondrial enzymes, and revealed the duplication events that contribute to the expansion of
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expression patterns of ascorbate-glutathione cycle genes in response to drought were also analyzed
in leaves and roots, indicating a differential expression during the stress. Altogether, these data
contributed to the characterization of the expression pattern and evolutionary analysis of these genes,
filling the gap in the proposed functions of core components of the antioxidant mechanism during
stress response in an economically relevant group of plants.

Keywords: reactive oxygen species; ascorbate peroxidase; monodehydroascorbate reductase;
dehydroascorbate reductase; glutathione reductase; ascorbate-glutathione cycle

1. Introduction

During their evolution, aerobic organisms acquired the capacity to use the abundant at-
mospheric O, to oxidize organic compounds to obtain chemical energy in a highly efficient
manner. Paradoxically, the monovalent reduction of molecular oxygen produces different
partially reduced compounds, known as reactive oxygen species (ROS), which can react
with numerous biological molecules and cause serious cellular damage [1]. Consequently,
aerobic organisms developed enzymatic and nonenzymatic mechanisms to control ROS
levels and prevent oxidative damage [2]. In addition, mechanisms evolved in these organ-
isms allow the use of ROS in different signaling pathways, related to development and
stress response [3]. Plant growth and, consequently, worldwide agricultural production
can be affected by different environmental conditions, which have, as a primary response,
the increase of ROS production, which acts in stress response pathways [4].

Peroxidases, in addition to superoxide dismutases and catalases, are an important
group of antioxidant enzymes [5]. Among them, ascorbate peroxidase (APX, EC 1.11.1.11)
is recognized as the main antioxidant enzyme in non-animal organisms, such as higher
plants and chlorophytes [6], red algae [7], and protists [8]. APX displays extraordinarily
high specificity in using ascorbate as the electron donor to reduce hydrogen peroxide. This
is accomplished through a set of reactions known as the “ascorbate—glutathione cycle”
(AsA-GSH) [9]. In this pathway (Figure la), ascorbate acts as a reducing substrate to
eliminate hydrogen peroxide, and, posteriorly, is recycled through NAD(P)H or glutathione
oxidation, by monodehydroascorbate reductase (MDAR, EC 1.6.5.4) and dehydroascorbate
reductase (DHAR, EC 1.8.5.1), respectively. Finally, glutathione reductase (GR, EC 1.8.1.7)
reduces the oxidized glutathione through NAD(P)H oxidation.

In higher plants, small multigene families encode the APX family, and their different
isoforms are classified according to their subcellular localization, which is determined
primarily by organelle-specific target sequences, as well as transmembrane domains in N-
or C- terminal regions [10]. In angiosperms, the APX family is composed of genes that
encode cytosolic (cAPX), peroxisomal (pAPX), chloroplastic (chlAPX), and mitochondrial
(mitAPX) isoforms [11]. The MDAR family is divided into three phylogenetic groups
named [, II, and III, which correspond to chloroplastic/mitochondrial (chl/mitMDAR),
peroxisomal (pMDAR), and cytosolic/peroxisomal (c/pMDAR) isoforms, respectively. In
Brassicaceae, a specific subclass III corresponding to MDAR enzymes targeted only to the
cytosol (c(MDAR) is observed [12]. The DHAR family is composed of two groups targeted
to cytosol (cDHAR) and chloroplast (chIDHAR) [13,14]. Two classes of GR proteins have
been also reported, based on the presence of an N-terminal extension. Class I corresponds
to shorter cytosolic enzymes (cGR), while class II corresponds to larger enzymes targeted
to both chloroplast and mitochondria (chl/mitGR) [15].
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Figure 1. APX, MDAR, DHAR, and GR families in Ricinus communis (Rc), Manihot esculenta (Me),
Jatropha curcas (Jc), Hevea brasiliensis (Hb), Arabidopsis thaliana (At) and Oryza sativa (Os). (a) Schematic
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representation of ascorbate-glutathione cycle. Phylogenetic analysis of APX (b), MDAR (c), DHAR
(d), and GR (e) proteins. The phylogenetic relationships among analyzed proteins were reconstructed
using the neighbor-joining method under the best model selection in MEGA 11 software with
1000 replicates of bootstrap statistics. A total of 36, 27, 16, and 15 protein sequences, respectively,
were included in the analyses, and ambiguous positions were removed from the alignments. The
posterior probabilities are discriminated above each branch.

The analysis of eukaryotic and prokaryotic genomes suggests that GR and the glu-
tathione metabolism appeared early during evolution, possibly due to the change from
a reducing to an oxidizing atmosphere in the primitive Earth [16]. Thus, the GR family is
found in most organisms, except for some strict anaerobes and primitive Archaebacteria
species that do not use glutathione as an antioxidant molecule [16]. On the other hand, the
APX, MDAR, and DHAR families are found in photosynthetic eukaryotes, but not in Glau-
cophyte or Cyanobacteria, suggesting that the emergence of the ASA-GSH cycle occurred
more recently, selectively in photosynthetic eukaryotes, after the plastid acquisition and
Glaucophyte divergence, as a response to the use of ascorbate as antioxidant molecule [17].
In addition, APX, MDAR, and DHAR appeared initially as chloroplastic enzymes, and
the posterior emergence of multiple isoforms targeted to different subcellular locations
occurred during the evolution of the first land plants, allowing important evolutionary
advantages to cope with harsh conditions of terrestrial life [18].

The expression of genes related to the AsA-GSH cycle is highly regulated during
different abiotic or biotic stress, alleviating oxidative damage and being essential com-
ponents of cell signaling pathways triggering adaptive responses [19,20]. Although the
AsA-GSH cycle genes have been studied, functional data are still scarce for many species
of economic interest.

The Euphorbiaceae is a taxonomic plant family with high morphological diversity. In
addition to species of great importance for human consumption, such as cassava (Manihot
esculenta), products derived from some species of the Euphorbiaceae family are also widely
used in the textile and chemical industry, such as rubber tree latex (Hevea brasiliensis), and
the oil derived from the castor bean (Ricinus communis) or jatropha (Jatropha curcas) seeds.

Among these species, castor bean is especially interesting. It is easy to grow in
unfavorable conditions, such as warm climates, and is highly tolerant to limited water
supply [21-23]. The castor bean presents high oil content in the seeds [22], being composed
of 90% of ricinoleic acid, which is useful in different industrial sectors, being an ecolog-
ically friendly additive [24-26]. As expected, castor bean seeds yield and oil quality are
adversely affected by abiotic stresses, in which the response is strongly regulated by ROS
signaling pathways.

In castor bean, APX protein has been first purified from peroxisomal membranes [27]
and total APX activity was demonstrated to be increased in plants submitted to gamma
radiation exposure [28] and drought stress [29]. Similarly, in jatropha, the APX activity is
also increased during drought stress [29], and the overexpression of cDHAR gene from
jatropha in Nicotiana benthamiana enhances the tolerance to hydrogen peroxide, salt, and
polyethylene glycol (PEG) stress [30].

Despite the importance of ROS metabolism in plant stress response mechanisms, not
all AsA-GSH cycle genes have been identified in Euphorbiaceae species. Here, we identified
the APX, MDAR, DHAR, and GR genes in castor bean, cassava, jatropha, and rubber tree
genomes. The phylogenetic analysis allowed us to classify the genes into different sub-
families. A comprehensive analysis of chromosomal distribution, duplication events that
contribute to the expansion of these families, protein structure prediction, and conservation
of amino acids was also performed. To explore the castor bean response to drought, the
expression profile of APX, MDAR, DHAR, and GR genes was evaluated in leaves and roots.
Differential expression of AsA-GSH cycle genes was observed mainly in leaves, where
they are generally repressed during initial stress. In addition, we analyzed the promoter
cis-acting elements and putative microRNA targets that could regulate the expression of
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these genes. Altogether, these data contribute to their functional characterization and could
increase the understanding of the core components of the antioxidant mechanism involved
in the efficient adaptation of castor bean to drought stress.

Drought stress is recognized as one of the most important abiotic factors limiting
global food production. The exposure to drought leads to relevant yield losses annually,
a situation intensified by climate changes and the freshwater-supply shortage [31,32]. To
meet the demands of food security of an increasing world population, one of the greatest
challenges of the century is a “second green revolution” to enhance crop yield even in
adverse growing conditions [33,34].

2. Materials and Methods
2.1. Retrieval of APX, MDAR, DHAR, and GR Proteins

APX, MDAR, DHAR, and GR protein sequences of castor bean, cassava, jatropha, and
rubber tree were retrieved from Phytozome v13 and Dicots Plaza 4.0 databases through
BLASTYp tool using sequences from rice (Oryza sativa) and arabidopsis (Arabidopsis thaliana)
as bait (Supplementary Table S1), and a minimum threshold cut-off of e—20. Sequences
were checked by reverse BLASTp in NCBI, and Pfam analysis to confirm the presence of
conserved domains [35].

2.2. Phylogenetic Analysis

Amino acid sequences of APX, MDAR, DHAR, and GR proteins from arabidopsis,
rice, castor bean, cassava, jatropha, and rubber tree were aligned using Multiple Sequence
Comparison by Log Expectation tool (MUSCLE) [36]. The phylogenetic tree was made
individually for each family using the neighbor-joining method under the best model
selection in MEGA 11 [37] with 1000 replicates of bootstrap statistics.

2.3. Chromosomal Positions and Synthenic Analysis

The gene location on the Ricinus communis and Manihot esculenta chromosomes was
shown by Circos [38]. Detection of putative gene duplication events was done with MC-
ScanX (E-value 1 x 10~10) in each genome and with a comparison between both genomes
and visualized using Advanced Circos of TBtools software v1.098769 [39]. Tandem dupli-
cation events were defined as two or more homologous genes located on a chromosomal
region within 200 kb [40]. Collinearity between R. communis and M. esculenta genomes was
done with MCScanX (E-value 1 x 10~19) and visualized by TBtools v1.098769 [39].

2.4. Calculation of Ka/Ks and Divergence Time

The nucleotide and amino acid sequences of duplicated gene pairs were aligned
and were estimated the number of non-synonymous substitutions per non-synonymous
site (Ka), synonymous substitutions per synonymous site (Ks), and Ka/Ks ratio using
KaKs_Calculator 2.0 software [41]. The divergence time was calculated according to
T=Ks/(2 x 8.1 x 107?) MYA for vascular plants [42].

2.5. Structural Analysis of APX, MDAR, DHAR, and GR Proteins

Molecular weight (MW), isoelectric point (pI), and GRAVY (grand average of hydropa-
thy) from APX, MDAR, DHAR, and GR proteins were investigated through the ProtParam
tool [43]. The conserved motifs in amino acid sequences were analyzed using MEME
(Multiple Em for Motif Elicitation) (http://meme-suite.org/) (accessed on 14 January 2022)
using the following parameters: number of motifs 1-15 and motif width of 5-50 [44].
Prediction of three-dimensional models was performed by Alphafold Protein Structure
Database and the structural alignment was performed by Chimera v1.14 software [45]. To
compare the primary sequence among arabidopsis, castor bean, cassava, jatropha, and
rubber tree proteins, the translated sequences were aligned with MUSCLE tool [36] and
submitted to the boxshade interface.
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2.6. Prediction of Potential Cis-Regulatory Elements

The putative regulatory region (1000 bp upstream from the translation start codon) of
APX, MDAR, DHAR, and GR genes from arabidopsis, castor bean, cassava, jatropha, and
rubber tree were retrieved, and the presence of cis-regulatory elements was identified by
Plant Promoter Analysis Navigator from PlantPAN 3.0 database [46].

2.7. RNAseq and Expression Pattern Analysis

The expression data of castor bean APX, MDAR, DHAR, and GR genes in different tis-
sues was obtained previously [47], while the expression profile of castor bean leaf and roots
in response to drought (—0.5, —1.0, and —1.5 MPa) were retrieved from RNASeq experi-
ment (NCBI GEO submission SUB3009450, bioproject PRINA401329). The expression data
were expressed in heat maps using a Log2 scale with relative values. The putative network
interaction partners of APX proteins were predicted by STRING database [48] with default
settings taking into account known interactions and predicted interactions. The expression
profile of the interaction network was analyzed by VIA COMPLEX software V.1.0. [49].

2.8. Plants, Growth Conditions, and Drought Stress Experimental Design

The castor bean plants were sown in 15 L plastic pots with sandy loam soil. Plants were
grown under continuous irrigation and natural photoperiod until the complete expansion
of the third pair of leaves (approximately 2 months) when the drought treatment started.
A suspension of irrigation protocol was employed. The plants were divided randomly
into two groups: a control group in which irrigation was continued, and a group in which
irrigation was suspended until a water potential of —0.5, —1.0, or —1.5 MPa was reached.
Water potential was measured daily at pre-dawn with a Scholander-type pressure chamber.
Six plants were used for each condition in the experiment. The water potential parameters
were statistically analyzed by One-way ANOVA (Nonparametric) through Tukey post-test
using GraphPad Prism 5. The plants samples were collected at the same time. The tissues
were immediately frozen in liquid nitrogen and stored at —80 °C until processing.

2.9. Total RNA Isolation and Quantitative PCR (RT-qPCR) Analysis

Frozen samples were grounded in liquid nitrogen. Total RNA was isolated from
100 mg of each sample using the RNeasy Plant Mini Kit (Qiagen®, Mettmann, Germany),
following the manufacturer’s instructions. The RNA purity and concentration were deter-
mined using a Nanodrop™ ND-1000 spectrophotometer (Thermo Scientific, Waltham, MA,
USA) and RNA integrity was verified in a 1% agarose gel electrophoresis. The samples were
treated with DN Aase (Invitrogen®, Waltham, MA, USA) according to the manufacturer’s
instructions to remove the eventual genomic DNA contamination and complementary
DNA (cDNA) was synthesized from 1 pg of total RNA using the SuperScript III Reverse
Transcriptase (Invitrogen®) and a 24-polyTV primer (Invitrogen®). After synthesis, cDNAs
were diluted 50 times in sterile water for use in PCR reaction.

All reactions were repeated four times, and expression data analyses were performed
after comparative quantification of the amplified products using the 2~*4t method [50,51].
RT-qPCR reactions were performed in 7500 Fast Real-Time PCR System (Applied Biosys-
tems, Waltham, MA, USA). Reaction mixtures contained 2.5 uL diluted cDNA, 0.3 uM of
each primer, and SYBR® Selection Master Mix (Applied Biosystems) in a total volume of
20 pL. The sequences of each primer pair used in RT-qPCR experiments are indicated in
Supplementary Table S2. Reaction mixtures were incubated for 2 min at 50 °C and then
5 min at 95 °C; this was followed by 40 amplification cycles consisting of 15 s at 95 °C
and 1 min at 60 °C. Analyses of melting curves were performed immediately after the
completion of the RT-qPCR. The RT-qPCR expression data were analyzed by One-way
ANOVA (Nonparametric) through Dunnett post test using GraphPad Prism 5.
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2.10. RT-PCR

The alternative splicing mechanism of chl/mitAPX was evaluated by RT-PCR using cD-
NAs from castor bean leaves and roots (see Section 2.9) and Taq platinum (Invitrogen®) ac-
cording to the manufacturing instructions. The primer set used was S1 (5'-GTATTGTGTTAG
ATGGCGCT-3'), S2 (5'-GAGATGTCAACAATGCCAGAA-3'), and S3 (5'-CTGCATTTCAAA
TAGGTAATACT-3').

2.11. miRNA Target Prediction in Castor Bean APX, MDAR, DHAR, and GR Genes

The psRNAtarget tool was used for predicting miRNA target regulation in castor bean
genes, with a default score scheme [52]. Target candidates were challenged against a list of
91 castor bean miRNA sequences retrieved from the sSRNAano database [53].

3. Results and Discussion
3.1. Identification and Phylogenetic Analysis of APX, MDAR, DHAR, and GR Genes

The analysis of castor bean, cassava, jatropha, and rubber tree genomes using protein
sequences from arabidopsis and rice as baits allowed us to identify 59 putative sequences
of genes to AsA-GSH cycle (Figure 1a). The number of APX, MDAR, DHAR, and GR genes
identified in each species analyzed is indicated in Table 1 and Supplementary Tables S3-56.

Table 1. Number of APX, MDAR, DHAR, and GR genes in Arabidopsis thaliana, Oryza sativa,
Ricinus communis, Manihot esculenta, Jatropha curcas, and Hevea brasiliensis.

Arabidopsis Oryza Ricinus Manihot Jatropha Hevea
thaliana sativa communis esculenta curcas brasiliensis
APX 6 8 5 7 5 5
MDAR 5 5 3 4 4 6
DHAR 4 2 3 2 2 3
GR 2 3 2 3 2 3

To analyze the evolutionary relationship and classify the identified sequences, phylo-
genetic analyses were conducted. The analysis of APX sequences shows a clear divergence
among cAPX, pAPX, and chl/mitAPX genes was observed (Figure 1b). Previous work
indicated that the ancestral APX was possibly a soluble enzyme targeted to the chloroplast
stroma, which generates cAPX and pAPX through duplication and neofunctionalization
events during land colonization by the first streptophytes. Posteriorly, in basal angiosperm,
the chlAPX acquired the capacity to be dually targeted to chloroplast and mitochondria [17].
The phylogenetic analysis of the APX family reveals as the first dichotomous branch-
ing the divergence between the chl/mitAPX and cAPX/pAPX isoforms, distinguishing
two main groups (Figure 1b). These data confirm the hypothesis that the cAPX and pAPX
subfamilies were generated more recently through a duplication event in an ancestral
non-chloroplastic/mitochondrial isoform [17,54].

MDAR and DHAR enzymes are also recognized to emerge as chloroplastic enzymes
in photosynthetic organisms, and the major duplication and neofunctionalization events
that give rise to the different subfamilies must have occurred in the streptophyte ancestor,
before the divergence of charophytes [12,17]. The phylogenetic analysis of the MDAR
family demonstrates the presence of three main groups, corresponding to chl/mitMDAR,
PMDAR, and ¢/pMDAR genes (Figure 1c). As observed in the APX family, the phyloge-
netic analysis indicates the divergence of chloroplastic/mitochondrial isoforms in the first
dichotomous branching, possibly due to the chloroplastic nature of APX and ascorbate-
reducing enzymes [17]. The DHAR family is divided into two main groups, corresponding
to chIDHAR and cDHAR genes (Figure 1d). The GR family is also divided into two groups,
corresponding to cGR and chl/mitGR genes (Figure 1e).

It is recognized that dual-targeted proteins arose early in land plant evolution, and
they are targeted simultaneously to more than one compartment through mechanisms de-
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pendent on ambiguous targeting signals or alternative transcription/translation processes.
Despite the physiological role of dual targeting proteins remaining largely unknown, it is
suggested that it may be related to the restriction of gene copy number or genome size [55].
The dual targeted mechanisms appear to be conserved in castor bean, cassava, jatropha, and
rubber tree. While chl/mitAPX proteins are found only in angiosperms [17], the MDAR
and GR dual targeted to chloroplast and mitochondria are found in different streptophyte
species, such as Physcomitrella patens, Picea glauca, rice and arabidopsis [56,57], suggesting
that chloroplast/mitochondria dual-targeting ability of MDAR and GR family arose earlier
during land plant evolution.

In addition to proteins dual targeted to chloroplast and mitochondria, the c/pMDAR
group is located in both cytosol and peroxisomal matrix due to a weak peroxisome-targeting
signal sequence in the C-terminus [12]. It is recognized that these dual-targeted proteins also
emerged during the evolution of the first land plants [12,17]. A more recent duplication and
neofunctionalization events in Brassicaceae generated enzymes without the peroxisome-
targeting signal and specifically targeted to the cytosol [12]. Thus, in arabidopsis, AAMDAR2
(AT3G09940) and AtMDARS (AT5G03630), which lost the peroxisome-targeting signal, are
target only to the cytosol [58,59].

3.2. Structural Organization of APX, MDAR, DHAR, and GR Genes

To investigate the relationships among the different genes encoding the APX, MDAR,
DHAR, and GR isoforms in Euphorbiaceae, we compared their chromosomal locations and
structural organization in castor bean and cassava, which have the genomic organization in
chromosomes available. The chromosomal location and the duplication events that generate
paralogous genes pairs in castor bean (Figure 2a) and cassava (Figure 2b), and the syntenic
analysis of orthologous genes from these species (Figure 2c) indicates a close evolutionary
relationship among the AsA-GSH cycle genes and a variable chromosomal distribution.

The analysis of paralogous gene pairs indicates that duplication events occurred
mainly in APX family, which are generally more ancestral and present in all analyzed
species (Table 2). While the ancient duplication events within the APX family occurred
before the divergence of the analyzed species, the paralogous gene pairs MeAPX1 and
MeAPX2, MeAPX6 and MeAPX7, and HbAPX4 and HbAPXS5 appear to be generated
more recently by species-specific duplication events. Only recent duplication events were
verified to MDAR, DHAR, and GR paralogous gene pairs. Paralogous pair of DHAR is
present only in castor bean (RcDHAR2/RcDHARS), being the unique in tandem duplica-
tion event identified. The Ka/Ks ratios of each duplicated gene pair were generally <1,
suggesting the occurrence of purifying selection. The exception is the Ka/Ks ratio to the
HbAPX2/HbAPX3 pair, which is >1, indicating a positive or Darwinian selection, possibly
due to the presence of an advantageous mutation. Indeed, this paralogous gene pair shows
a high nonsynonymous substitution rate (Ka).

The analysis of the structural organization of castor bean, arabidopsis, and rice AsA-
GSH cycle genes reveals a high degree of conservation in exon-intron structure among
the angiosperm species and the sequences belonging to the same phylogenetic group
(Figure 3). The cAPX, pAPX, and chl/mitAPX subfamilies show a similar exon-intron
structure and the last exon of pAPX genes encodes the transmembrane domain and the
peroxisome-targeting signal (Figure 3a). In RcAPX4 gene, the exons 5 and 6, which encode
the heme-binding site, are absent. In angiosperms, hybrid APX enzymes lack resides
or domains essential to APX activity [60]. In chl/mitAPX genes the last exon encodes
the thylakoid transmembrane domain, absent in sAPX isoforms, which are targeted to
chloroplast stroma and /or mitochondria matrix.
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Figure 2. Chromosomal positions and inter-chromosomal groups of duplicated APX, MDAR, DHAR,
and GR genes pairs in Ricinus communis (a) and Manihot esculenta (b). Gray lines in the background
demonstrate all syntenic blocks and the red lines exhibit the segmental or tandem duplication network
zones. The approximate location of APX, MDAR, DHAR, and GR genes is marked with black lines
outside the chromosome names. The syntenic analysis among the Ricinus communis and Manihot
esculenta genomes is indicated in (c).
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Figure 3. Exon-intron structure and conserved motifs analyses of APX, MDAR, DHAR, and GR fami-
lies in Ricinus communis (Rc), Arabidopsis thaliana (At), and Oryza sativa (Os). (a,e) APX; (b,f) MDAR;
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(c,g) DHAR; and (d,h) GR. The phylogenetic relationships among analyzed proteins were recon-
structed using the neighbor-joining method under the best model selection in MEGA 11 software with
1000 replicates of bootstrap statistics (panels a—d). For all genes represented, black lines represent
introns and the lengths of exons are exhibited proportionally. All 15 conserved motifs in APX, MDAR,
DHAR, and GR proteins were identified by MEME software and indicated by a colored box (panels
e-h). The lines represent the non-conserved sequences, and the length of motifs in each protein is
presented proportionally.

Table 2. Ka/Ks analysis and divergence time between the duplicated APX, MDAR, DHAR, and GR
gene pairs in Ricinus communis (Rc), Manihot esculenta (Me), Jatropha curcas (Jc) and Hevea brasiliensis
(Hb). Ka. Non-synonymous substitution rate; Ks. Synonymous substitution rate; MYA. Million

years ago.
Family Group Gene 1 Gene 2 Type Ka Ks Ka/Ks Date (MYA)
RcAPX1 RcAPX2 Segmental 0.3121 3.8168 0.0818 235.6
I MeAPX1 MeAPX2 Segmental 0.0772 0.3850 0.2006 23.8
JcAPX1 JcAPX2 Segmental 0.1645 2.5914 0.0635 160.0
RcAPX3 RcAPX4 Segmental 0.2033 1.1992 0.1695 74.0
APX I MeAPX4 MeAPX5 Segmental 0.1685 1.5858 0.1063 97.9
JcAPX3 JcAPX4 Segmental 0.1436 1.7389 0.0826 107.3
HbAPX2 HbAPX3 Segmental 2.6165 1.9921 1.3135 123.0
I MeAPX6 MeAPX7 Segmental 0.0765 0.3804 0.2011 23.5
HbAPX4 HbAPX5 Segmental 0.0542 0.2556 0.2119 15.8
I JceMDAR1 JeMDAR4 Segmental 0.7604 1.3866 0.5484 85.6
MDAR 1II HbMDAR2 HbMDAR3  Segmental 0.0388 0.2061 0.1882 12.7
I HbMDAR4 HbMDAR5  Segmental 0.0061 0.0098 0.6199 0.6
DHAR I RcDHAR2  RcDHAR3 Tandem 0.0927 0.3451 0.2685 21.3
GR I MeGR1 MeGR2 Segmental 0.0934 0.3710 0.2516 229
HbGR1 HbGR2 Segmental 0.0330 0.2528 0.1304 15.6

The analysis of the exon-intron structure of MDAR genes reveals a higher divergence
among the subfamilies (Figure 3b). In chl/mitMDAR subfamily the first exon, absent
in other subfamilies, encodes the chloroplast transit peptide. In pMDAR subfamily, the
last exon is bigger and encodes the transmembrane domain and the peroxisome-targeting
signal, while in ¢/pMDAR subfamily the last exon encodes the weak peroxisome-targeting
signal, which allows these isoforms to work in both the cytosol and peroxisomal matrix [12].
Among c/pMDAR genes, this exon is not present in ReMDARS3, resulting in a shorter
coding sequence without the peroxisome-targeting signal sequence.

The analysis of DHAR genes shows higher conservation of exon-intron structure
of cDHAR and chIDHAR subfamilies, which differ from each other by the presence of
chloroplast transit peptide coding sequence (Figure 3c). Despite this, the equivalent to exon
1 from RcDHARLI is absent, and the exon-intro organization of AtDHARS is different of
other cDHAR isoforms.

In GR family, the cGR genes have a higher complex genome architecture with 16 exons.
The chlGR genes contain only 10 exons, with the exon 10 encoding a chloroplast transit
peptide. Among chlGR genes, OsGR3 has not equivalent to exon 1 (Figure 3d).

3.3. Protein Sequence Analyses of APX, MDAR, DHAR, and GR

The APX genes encode polypeptides of 211428 amino acid residues and and molecular
weight between 23.6-46.4 KDa with PI value in the interval 5.31-9.36 (Supplementary Table S3).
The variations in protein properties are correlated with their respective subfamily due to
the presence of transit peptides and transmembrane domains. The chl/mitAPX subfamily
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displays the highest instability index among APX subfamilies. Indeed, the instability of
chlAPX proteins was demonstrated in different species, and it was already shown that high
levels of endogenous ascorbic acid are necessary to prevent chlAPX inactivation [61].

The APX structure and catalytic mechanism have been extensively studied, and
two typical structural domains of heme peroxidases were identified: the active site domain
(ASD) and the heme-binding domain (HBD) [62,63]. The analysis of presented APX amino
acid sequences reveals that, except for ReAPX1 and RcAPX4, these domains are highly con-
served among the different APX subfamilies (Supplementary Figure S1). In the chl/mitAPX
subfamily, two specific organellar signature domains are found (Org-D1 and Org-D2),
not present in the cAPX and pAPX subfamilies [54]. These domains are present in all
chl/mitAPX, except JcAPX5, which does not show the Org-D1 (Supplementary Figure S1).

This analysis of MEME motifs in APX sequences identified 15 distinct conserved
motifs (Figure 3e). The cAPX, pAPX, and chl/mitAPX subfamilies show the same motif
composition, with ASD in motif 2, and HBD in motif 1. The motif 11 is found only in the
pAPX subfamily and corresponds to the transmembrane domain and peroxisome targeting
signal. The chl/mitAPX subfamily shows an N-terminal extension, which corresponds
to the chloroplast/mitochondrial transit peptide. Among chl/mitAPX sequences, only
AtTAPX and OsAPX8 show a C-terminal extension with the motif 13, which corresponds
to the thylakoid transmembrane domain. The sequence logos for the 15 conserved motifs
are shown in Supplementary Figure S2.

The analysis of MDAR sequences predicts polypeptides of 265-594 amino acid residues
and molecular weight between 29.3-65.8 KDa with PI value in the interval 5.60-8.94
(Supplementary Table S4). MDAR proteins have three conserved putative amino acid
domains involved in the enzymatic activity: FAD ADP-binding domain (FABD), NAD(P)H-
binding domain (NBD), and FAD flavin-binding domain (FFBD) [64]. The alignment
of MDAR sequences shows that FABD, NBD, and FFBD are conserved in all proteins
(Supplementary Figure S3). Among chl/mitMDAR subfamily, cMDAR1 does not show
the FABD and JceMDAR4 does not show both FABD and NBD. In ¢/pMDAR subfamily,
RcMDARS3 displays only part of FABD and FFBD, JcMDAR3 shows a low conservancy in
FABD, and HbMDARG6 lacks FABD.

The MEME motif analysis shows that most of the 15 distinct conserved motifs are
conserved in all subfamilies (Figure 3f). The FABD is present in motif 11, NBD in motif 1,
and FFBD in motif 3. The motif 14 is present only in pMDAR subfamily, and corresponds to
the transmembrane domain and peroxisome targeting signal. Despite the high conservancy
of protein motifs, ReMDAR3 does not show the motifs 6, 8, 5, and 7, resulting in a shorter
polypeptide, and OsMDAR3 has not the motif 7. The sequence logos for all motifs identified
to MDAR proteins are shown in Supplementary Figure S4.

The DHAR-predicted polypeptides show a length of 183-273 amino acid residues, molec-
ular weight of 20.6-30.3 KDa, and PI value between 5.32-8.48 (Supplementary Table S5).
Among them, the chIDHAR subfamily displays the highest instability index. The DHAR pro-
teins display two distinct domains: The Glutathione-S-Transferase N-terminal domain (GSTND)
and the Glutathione-S-Transferase C-terminal domain (GSTCD) (Supplementary Figure S5).
These domains are conserved in the sequences analyzed, except for AtMDHARS, which
shows partial deletion in GSTND and GSTCD.

Among the 15 distinct conserved motifs identified in DHAR family, the motif sequen-
tial order 6-3-2-5-1-4 is present in most DHAR proteins, with GSTND found in motifs 3 and
2, and GSTCD in motifs 2, 5, and 1. RecDHAR1 does not display the motifs 6 and 3, and
AtDHARS does not display the motifs 6, 3, and 5 (Figure 3g). Consequently, the predicted
RcDHAR1 and AtDHARS proteins are shorter, and the chloroplastic/mitochondrial transit
peptide from RecDHARI is absent. The sequence logos for all DHAR motifs are shown in
Supplementary Figure Sé.

The peptide length, molecular weight, and pl of GR proteins ranged between
488-560 amino acid residues, 52.7-60.4 kDa, and 5.63- 8.05, respectively (Supplementary Table S6).
The average molecular weight of the chl/mitGR subfamily (group II) is slightly higher than
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the cGR subfamily (group I) due to the presence of an extended chloroplastic/mitochondrial
transit peptide at the N-terminus of chl/mitGR proteins. Based on pl value analysis, the
cGR proteins are generally acidic, while chl/mitGR proteins are basic.

The analyses of chl/mitGR and ¢GR protein sequences revealed the presence of GR-
specific structural domains, such as the active site domain (ASD), the NADPH binding
domain (NBD), and the FAD-binding domain (FBD) (Supplementary Figure S7). These do-
mains are highly conserved among the majority of GR proteins, but not in JcGR1, in which
ASD and FBD are not conserved. In cGR proteins, a cytosolic signature domain (Cyt-D) is
described [65], which was present only in cGR proteins. Motif scan through the MEME tool
allows the identification of 15 conserved motifs in GR proteins (Figure 3h). The majority of
identified motifs is conserved in both GR subfamilies. The ASD is found in motif 6, NBD in
motif 3, and FBD is divided between motifs 4 and 1. In chl/mitGR subfamily, an N-terminal
extension corresponds to the chloroplast/mitochondrial transit peptide. The sequence
logos for all conserved motifs identified in GR are shown in Supplementary Figure S8.

3.4. Analysis of Alternatively Spliced mRNA Variants of Castor Bean chl/mitAPX

Previous work demonstrated that angiosperm chl/mitAPX emerged as a unique gene
that generates both chloroplastic and mitochondrial isoforms by alternative splicing mech-
anism, which also generates the soluble and thylakoid membrane-bound enzymes [17,66].
This splicing mechanism has been demonstrated previously in different species [66]. On
the other hand, in Brassicaceae, Poaceae, and Salicaceae families, individual duplication
and neofunctionalization events allow individual genes encoding soluble and thylakoid
membrane-bound enzymes [17,66].

The chl/mitAPX coding sequence generally contains 13 exons. The exon 12 encodes
a terminal aspartic acid residue and the stop codon, and generates a soluble APX (sAPX).
Alternatively, exon 13 encodes the thylakoid membrane domain and the stop codon for
the thylakoidal APX isoform (tAPX). As a result of an alternative splicing mechanism,
chl/mitAPX genes produce four types of mRNA variants, one tAPX and three forms
of sAPX (sAPX-I, sAPX-II, and sAPX-III) (Figure 4a) [67]. Among sAPX, the sAPX-II
contains a longer version of exon 11, resulting in seven additional amino acid residues
and an alternative stop codon [67]. To evaluate the occurrence of alternative splicing of
chl/mitAPX transcripts in Euphobiaceae, we use castor bean as a model. Here, we evaluate
the read coverage of RcAPX5 sequence by RNAseq analyses of leaves and roots under
control conditions (bioproject PRINA401329). As expected, this analysis corroborates the
presence of different alternative transcripts of RcAPX5 gene (Figure 4b).

The nucleotide sequences of the region of intron 11, exon 12, and exon 13 from castor
bean, cassava, jatropha, and rubber tree chl/mitAPX were compared (Figure 4c). Our
results indicate high conservation among these sequences and the presence of splicing reg-
ulatory elements (SRE) before exon 12 and exon 13, as previously demonstrated to different
angiosperms [17]. Altogether, our data indicate that in Euphorbiaceae, the chl/mitAPX
splicing is similar to that verified in other angiosperm species [66]. Among Euphorbiacea
chl/mitAPX, HbAPX4 sequence shows a deletion in the intron 11’- exon 13 junction, result-
ing in the elimination of the SRE responsible for generating tAPX. Consequently, HhbAPX4
gene is predicted to encode only the sAPX isoforms. The phylogenetic and genomic analy-
ses indicate that this neofunctionalization event occurred specifically in rubber tree, after
a duplication event of chl/mitAPX gene of cassava and rubber tree ancestral. This diver-
gence mechanism occurred in about 20 MYA (Table 2), resulting in two paralogous genes.
While rubber tree acquired a new chl/mitAPX that encodes an exclusively soluble APX,
both cassava genes are predicted to encode different APX variants by alternative splicing.
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Figure 4. Alternative splicing from Euphorbiaceae chl/mitAPX. (a) Diagram of alternative splicing
pattern producing soluble (sAPX) and thylakoidal APX (tAPX) mRNAs. Exon regions are shown as
boxes and introns as lines. The gray boxes indicate 5’ and 3’ untranslated regions. The (*) indicates
the stop codon from each mRNA and the red arrows indicate the primers used to confirm them.
(b) RNAseq read-density values of RcAPX5 exons in leaves and roots under control conditions.
(c) Comparison of the nucleotide sequences of the 3/-terminal region of intron 11 and 5’'-terminal
region of exon 12 and exon 13 of chl/miAPX genes in Ricinus communis (Rc), Manihot esculenta (Me),
Jatropha curcas (Jc), Hevea brasiliensis (Hb), indicating the presence of splicing regulatory elements
(SRE). (d) Experimental confirmation of castor bean sAPX and tAPX mRNAs by RT-PCR in roots
and leaves.

To experimentally demonstrate the alternative splicing mechanism of chl/mitAPX, the
presence of the four different splicing variants was evaluated in castor bean by RT-PCR us-
ing a primer set designed based on previous work [67]. All mRNA variants (sAPX-I, sAPX-
II, sAPX-1II, and tAPX-I) were detected in the leaves and roots of castor bean (Figure 4d).

3.5. Transcriptional Profiles of Castor Bean APX, MDAR, DHAR, and GR Genes

Among Euphorbiaceae species, castor bean has a high drought tolerance as an im-
portant trait. This plant presents a high amount of oil in the seeds [23]. As expected, the
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seeds production and oil quality are adversely affected by abiotic stresses, such as drought,
which are highly regulated by ROS metabolism. For these reasons, the expression pattern
analysis was focused on this species.

To analyze the expression pattern of ReAPX, ReMDAR, ReDHAR, and ReGR genes,
we investigated their transcriptional profiles in different organs and seed developmental
stages by previously published RNA-seq method (Figure 5a) [47]. Among the different
subfamilies, the cytosolic isoforms are more expressed, while the peroxisomal isoforms
are less expressed. In this data set, we did not find significant expressions of RcAPX1 and
RcAPX4 in any tissue. The expression profile reveals that throughout seed development,
the expression of ASA-GSH cycle genes is generally repressed during the transition from
endosperm II-III to endosperm V-VI stage, being induced during germination.
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Figure 5. Expression profile of APX, MDAR, DHAR, and GR genes in castor bean. (a) Heatmap
showing the expression pattern of AsA-GSH cycle genes in seeds during different developmental
stages, such as endosperm II-III (End. II-III), endosperm V-VI (End. V-VI), and Germinating (Germ.),
in leaves and male flowers from castor bean. The color scale represents log2 expression values,
expressed in a green color scale. (b) Heatmap showing the expression pattern of AsA-GSH cycle
genes in leaf and root in response to drought stress. The color scale represents log2 expression values,
expressed in a blue to yellow color scale, relative to the expression values under control conditions.

In castor bean seeds, gluconeogenesis is the main pathway that provides the sugar
energetic source to germination, being an important source of ROS mainly through the
succinate production from fatty acid storage via the glyoxylate cycle [68]. In oilseeds, high
amounts of hydrogen peroxide are also generated as a product of fatty acid 3-oxidation [69],
and the AsA-GSH cycle activity is regarded to protect oil bodies during seedling growth [70].
Thus, the activity of AsA-GSH enzymes in castor bean seeds may contribute to preventing
the peroxidation of lipids storage, being related to the acquisition of drying tolerance
and seed quality [71]. Previous works in different species confirmed the importance of
AsA-GSH cycle enzymes during plant germination. In tobacco, the overexpression of
arabidopsis pAPX (AtAPX3—AT4G35000) [72], tobacco tAPX [73], and Salicornia brachiate
pAPX [74] improves seed germination under osmotic stresses. On the other hand, the
silencing of tAPX in rice (OsAPX8) led to delayed germination [75]. The MDAR and GR
genes were also demonstrated to play a central role in the antioxidant defense during
seed germination. In arabidopsis, AtMDAR3 (AT3G27820) is required for seed storage oil
hydrolysis and post-germinative growth [76], while AtGR2 (AT3G54660) maintains the
reduced glutathione levels in maturing and germinating seeds [77].
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Previous work reported a central role of the AsA-GSH cycle in the responses to
different abiotic or biotic stress conditions, allowing the activation of different signaling
pathways [19,20]. To understand antioxidant mechanisms related to castor bean drought
response, we performed an RNAseq analysis and evaluated the APX, MDAR, DHAR, and
GR expression profiles in leaves and roots of plants submitted to drought (water potential
of —1.0 MPa). These data demonstrate a distinct response in leaves and roots (Figure 5b). In
leaves, the drought stress reduced mainly the expression of RcAPX2, RcAPX5, ReDHARI,
and RcGR2, while ReMDAR1 and RcGR1 are the genes induced. On the other hand, the
gene expression response in roots is more discreet, with repression of RceAPX4. As observed
in the organ expression analysis, RcAPX1 expression was not verified in both leaves and
roots, and RcAPX4 transcript was not verified in leaves.

To access the expression profile of AsA-GSH cycle genes in castor bean submitted to
different water potentials (—0.5, —1.0, and —1.5 MPa), we analyzed their expression by
RT-qPCR (Figure 6). Among APX genes, ReAPX2 and RcAPX4 are repressed in leaves and
roots (Figure 6b,d), while ReAPX3 is induced in both organs (Figure 6¢). Despite ReAPX1
being induced in both leaves and roots, the induction in leaves occurs at —1.5 MPa, and
in roots, the induction occurs early, at —0.5 MPa (Figure 6a). It is important to note that
protein sequence analysis indicated that ReAPX1 and RcAPX4 could encode non-functional
APXs, and, consequently, only RcAPX2 and RcAPX3 might contribute to APX activity
in cytosol and peroxisomes, respectively. Thus, during drought stress, the cAPX activity
appears to be repressed in both leaves and roots, while pAPX activity is induced. The
expression profile of sAPX and tAPX variants of RcAPXS5 is very similar, being repressed in
leaves (Figure 6e,f), which can result in a decrease in chl/mitAPX activity. No changes in
stromal and thylakoidal variants of RcAPX5 were verified in roots.

APX activity was previously demonstrated to be increased in leaves from castor bean
exposed to drought [78] and salinity [79]. Based on our expression data, the increased
APX activity in leaves during drought stress may be supported by the induction of the
peroxisomal RcAPX3. Indeed, the peroxisomes are recognized as the main site of ROS
production in photosynthetic tissues and have an important role during drought stress
response [80,81]. In castor bean, the increased peroxisomal APX activity could control
the hydrogen peroxide levels derived from photorespiration during drought stress, con-
tributing to the high tolerance. In addition to stress tolerance, the overexpression of pAPX
also improves productivity in plants subject to drought. In tobacco, the overexpression of
arabidopsis pAPX led to increased fruit number and seed mass compared to non-transgenic
plants [72], confirming the important role played by pAPX during osmotic stresses, when
the stomata conductance and the CO, supply is limited.

The MDAR genes also show a different expression pattern. The ReMDARI is induced
in both leaves and roots at —1.5 MPa stress (Figure 6g), while ReMDAR?2 is repressed at
—0,5and —1.0 MPa, but not at —1.5 MPa (Figure 6h). The ReMDARS3 expression diverges
among leaves and roots, being repressed in leaves, and induced in roots (Figure 6i). The
analysis of DHAR expression shows that ReDHART1 is induced in roots at —1.5 MPa, while
is repressed in leaves during all stress stages (Figure 6j). The ReDHAR2 and ReDHAR3
responses are similar in leaves and roots. The RecDHAR? is repressed at —0.5 MPa but
induced at —1.5 MPa (Figure 6k), and RcDHARS3 is repressed in all stress conditions
(Figure 61). It is important to note that ReDHAR?2 displays a 5-fold induction in leaves,
while it is 40-fold induced in roots. Among GR genes, RcGR1 is also repressed in all stress
conditions (Figure 6m), and RcGR2 is repressed at —0.5 and —1.0 MPa (Figure 6n). At
—1.5 MPa stress, the ReGR2 is induced in roots and not changed in leaves.
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Figure 6. Expression profile APX, MDAR, DHAR, and GR genes in leaves and roots of castor bean

submitted to drought stress. Relative expression of RcAPX1 (a), ReAPX2 (b), RcAPX3 (c), ReAPX4 (d),
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RcAPX5s (e), ReAPX5t (f), ReMDARI (g), ReMDAR?2 (h), ReMDARS (i), ReDHART1 (j), ReDHAR2
(k), ReDHARS3 (1), ReGR1 (m), and RcGR2 (n). Open up-triangles represent leaves and closed down-
triangles represent roots. Data have been presented as a mean expression, considering the control
condition as a reference. Bars represent standard error, (#) and (*) represent statistical difference
between samples and control in leaves and roots, respectively, according to Tukey’s test (p < 0.05).

To analyze the potential interaction pattern of castor bean AsA-GSH cycle genes,
correlation networks were constructed using the ten proteins with the best interaction score
with each APXisoform. These analyses were also used to investigate the network’s response
to drought in leaves and roots, where the transcription profile of the genes identified in
each association network was analyzed upon the stress treatment (Figure 7). As expected,
reinforcing the connection among the enzymes from AsA-GSH cycle, the main proteins
found in APX networks are the MDAR, DHAR, and GR. In addition, other proteins related
to ascorbate metabolism, such as L-galactono-1,4-lactone dehydrogenase (GLDH) and
ascorbate oxidase (AAQ), and other proteins involved in antioxidant metabolism, such
as peroxiredoxins (PRX), superoxide dismutase (SOD), glutathione peroxidase (GPX) and
overexpressor of cationic peroxidases (OCP) were also verified. It is worth highlighting
that the RcAPX1 and RcAPX2 networks show the same components (Figure 7a,b). The
analysis of the correlation network combined with the RNAseq expression profile shows
general repression in leaves during drought response, while in roots, the response is less
intense. Altogether, these data indicate a distinct regulatory mechanism of the network in
leaves and roots during the drought.

3.6. Analysis of Putative Cis-Regulatory Elements and Scanning for miRNA Targeting in APX,
MDAR, DHAR, and GR Genes

To identify regulatory mechanisms of AsA-GSH cycle genes in Euphorbiaceae, cis-
regulatory elements related to growth and development, and response to abiotic stress or
phytohormones were searched in the promoter region of identified genes. These cis-regulatory
elements were classified into three categories, including environmental conditions, phytohor-
mones, and growth and development-responsive elements (Supplementary Figure S9%a—c).

Among the environmental conditions responsive cis-regulatory elements, elements re-
lated to light, anaerobic, and drought were the main detected (Supplementary Figure S9a).
These elements include mainly Box4, G-Box, ARE, GT1-motif, LTR, MBS, TCT-motif, I-box,
and TC-rich repeats (Supplementary Figure 59d). Overall, these data indicate that most of
the analyzed genes could be regulated during these environmental conditions. The phyto-
hormones responsive elements include elements responsible for jasmonate (Me-JA), abscisic
acid (ABA), gibberellic acid, salicylic acid (SA), and auxin (Supplementary Figure S9b).
Among them, ABRE, CGTCA /TGCAG-motives, and TCA-element are the most abundant
(Supplementary Figure S9e). These elements are responsive to ABA, Me-JA, and SA, which
are related to different environmental stress responses. ABA exerts a central role in the reg-
ulation of gene expression in response to osmotic stress, such as drought and high salinity,
and induces ROS production [82] and the activities of SOD, CAT, and APX enzymes [83-86].
ABA treatment increases the APX expression in different plants, such as rice [87], pea [88],
and sweet potato [89]. Me-JA and SA are also related to induce ROS production and the
activities of antioxidant enzymes [90-92] and regulate the stomata closure in response to
drought [93,94]. Thus, our data suggest that the expression of ASA-GSH cycle genes may
be regulated by these phytohormones, contributing to drought tolerance.

The growth and development responsive elements consist of elements related to flavonoid
metabolism, meristem expression, endosperm expression, circadian control, and cell cycle
regulation (Supplementary Figure S9c), such as CAT-box, GCN4_motif, MBSI, AACA_motif,
circadian and MSA-like (Supplementary Figure S9f). Interestingly, the presence of these
elements varies among the different species analyzed, indicating that the AsA-GSH cycle
genes may be involved in species-specific growth and development processes.
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Figure 7. Predicted interaction partners of castor bean APX proteins. (a) RcAPX1, (b) RcAPX2,
(c) RcAPX3, (d) RcAPX4, (e) RcAPX5. The heat maps demonstrate gene expression in response to
drought in leaf (up) and root (down). The color scale at each heat map varies from dark blue to
red representing the scale of the relative expression levels to control. AAO (Ascorbate oxidase);
AHB1(Non-symbiotic hemoglobin); DHAR (Dehydroascorbate reductase); DHFR-TS (Bifunctional
dihydrofolate reductase-thymidylate synthase); FBP (Fructose bisphosphatase); GLDH (L-galactono-
1,4-lactone Dehydrogenase); GR (Glutathione reductase); MBF1B (Multiprotein-bridging factor 1b);
MDAR (Monodehydroascorbate reductase); OCP (Overexpressor of cationic peroxidase); PPIA
(peptidylprolyl isomerase); PRX (Peroxiredoxin); PRXQ (Peroxiredoxin Q).
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The search of small regulatory RNAs could target the castor bean AsA-GSH cycle
genes, allow us to identify 15 miRNAs targeting four genes: RcAPX5, ReMDAR?2, ReD-
HAR?2, and RcGR1 (Supplementary Figure S10; Supplementary Table S7). The identified
miRNAs belong to six different families: miR156, miR6445, miR167, miR171, miR390,
and miR159.

These miRNAs have been reported to target different plant development and stress-
responsive genes. The miR156 is predicted to target RcAPX5 (RcAPX5s and RcAPX5t
variants) (Supplementary Figure 510a) and is recognized as the master regulator of the veg-
etative phase and the transition to the adult phase [95,96]. Here, we identified three miRNAs
predicted to target ReMDAR2: miR6445, miR167, and miR171 (Supplementary Figure S10b).
miR6445 was demonstrated to regulate the expression of NAC transcription factors in Popu-
lus trichocarpa, controlling a variety of plant developmental processes [97]. The miR167 regu-
lates the expression of Auxin Response factor (ARF) family members AtARF6 and AtARFS,
essential for fertility of both ovules and anthers in arabidopsis [98], and miR171 regulates
shoot meristem activity and phase transition being able to repress the HAIRYMERISTEM
(HAM) family genes [99]. It is important to note that miR6445 shows a lower expectation
value, indicating that it is most likely to regulate the expression of analyzed genes (Supple-
mentary Table S7). The miRNA miR390, in addition to being predicted to target ReDHAR2
(Supplementary Figure S10c), binds to arabidopsis ARGONAUTE 7 (AtAGO?), trigging
siRNA biogenesis and led to regulation of AtARF3 and AtARF4 expression [100]. The
miR159, which is predicted to target RcGR1 (Supplementary Figure 510d), was already
demonstrated to target MYB33 and MYB101 transcription factors [101]. These transcrip-
tion factors have been reported to exert an important role in ABA signaling and drought
stress response [102]. It is important to note that the identification and characterization
of miRNAs in the Euphorbiaceae family are very limited, and the expression pattern and
the capacity of these predicted miRNAs to target and regulate the expression of AsA-GSH
genes was not experimentally demonstrated. Thus, further functional analyses are required
to characterize the biological role of identified miRNAs in the regulation of the AsA-GSH
cycle genes during development and environmental stress. Experiments such as miR-
NAseq and a comparison of miRNA-vs-mRNA expression may provide new evidence of
this regulation.

4. Conclusions

In this work, the APX, MDAR, DHAR, and GR gene families from castor bean, cassava,
jatropha, and rubber tree were identified, annotated, and their evolutionary history was
analyzed. The expression profile of the AsA-GSH cycle genes from castor bean was
evaluated in plants exposed to drought stress, revealing possible mechanisms that may
explain castor bean’s high tolerance to water stress. The identification of genes related
to ROS metabolism in castor bean and the evaluation of their expression in response to
drought may contribute to our general understanding of antioxidant mechanisms, which
is essential for physiological adaptation to dehydration. The presented results provide
a foundation for the validation of the precise role of AsA-GSH cycle genes, allowing the
identification of new biotechnological targets for the genetic improvement not only of
species of the Euphorbiaceae family, but also of other plant species of economic interest.

Supplementary Materials: The following are available online at https:/ /www.mdpi.com/article/
10.3390/biology12010019/s1, Figure S1: Structure and protein sequence analysis of APX family in
Ricinus communis (Rc), Manihot esculenta (Me), Jatropha curcas (Jc), Hevea brasiliensis (Hb), Arabidopsis
thaliana (At) and Oryza sativa (Os); Figure S2: Sequence logos for the conserved motifs of APX
family from Ricinus communis, Arabidopsis thaliana and Oryza sativa; Figure S3: Structure and protein
sequence analysis of MDAR family in Ricinus communis (Rc), Manihot esculenta (Me), Jatropha curcas
(Je), Hevea brasiliensis (Hb), Arabidopsis thaliana (At) and Oryza sativa (Os); Figure S4: Sequence logos
for the conserved motifs of MDAR from Ricinus communis, Arabidopsis thaliana and Oryza sativa;
Figure S5: Structure and protein sequence analysis of DHAR family in Ricinus communis (Rc), Manihot
esculenta (Me), Jatropha curcas (Jc), Hevea brasiliensis (Hb), Arabidopsis thaliana (At) and Oryza sativa
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(Os); Figure S6: Sequence logos for the conserved motifs of DHAR from Ricinus communis, Arabidopsis
thaliana and Oryza sativa; Figure S7: Structure and protein sequence analysis of GR family in Ricinus
communis (Rc), Manihot esculenta (Me), Jatropha curcas (Jc), Hevea brasiliensis (Hb), Arabidopsis thaliana
(At) and Oryza sativa (Os); Figure S8: Sequence logos for the conserved motifs of GR from Ricinus
communis, Arabidopsis thaliana and Oryza sativa; Figure S9: Cis-regulatory elements in the APX, MDAR,
DHAR, and GR promoter regions from Ricinus communis, Manihot esculenta, Jatropha curcas, and Hevea
brasiliensis; Figure S10: miRNA targeting RcAPX, ReMDAR, ReDHAR, and RcGR genes; Table S1:
APX, MDAR, DHAR and GR sequences from rice and arabidopsis used as bait to BLASTp analysis;
Table S2: Sequences of primers used in RT-qPCR experiments; Table S3: Physicochemical parameters
and subcellular predictions from APX in Ricinus communis, Manihot esculenta, Jatropha curcas, Hevea
brasiliensis; Table S4: Physicochemical parameters and subcellular predictions from MDAR in Ricinus
communis, Manihot esculenta, Jatropha curcas, Hevea brasiliensis; Table S5: Physicochemical parameters
and subcellular predictions from DHAR in Ricinus communis, Manihot esculenta, Jatropha curcas, Hevea
brasiliensis; Table S6: Physicochemical parameters and subcellular predictions from GR in Ricinus
communis, Manihot esculenta, Jatropha curcas, Hevea brasiliensis; Table S7: Conserved miRNAs targeting
AsA-GSH genes in castor bean.

Author Contributions: Conceptualization, D.J.-M. and G.S.-M.; formal analysis, D.J.-M.; investiga-
tion, D.J.-M.,, Y.d.S.-V,, L.C.L,, D.C., V.G, G.A.B,, TE-C,, R.L.C,; data curation, D.].-M., M.Z., M.M.-P,,
G.S.-M.; writing—original draft preparation, D.].-M.; writing—review and editing, D.].-M., Y.d.S.-V.,
M.Z., M-M.-P, G.S.-M,; visualization, D.J].-M., G.S.-M.; supervision, D.].-M., G.S.-M.; project adminis-
tration, D.J.-M., G.S.-M.; funding acquisition, D.J.-M., M.Z., M.M.-P,, G.S.-M. All authors have read
and agreed to the published version of the manuscript.

Funding: This work was supported with project 421551/2018-6 by Conselho Nacional de Desen-
volvimento Cientifico e Tecnologico—CNPq to D.].-M., project APVV-20-0284 by Slovak Research
and Development Agency and project VEGA 2/0012/22 by Slovak Grant Agency to M.Z., project
304583/2018-9 by CNPq to M.M.-P,; and projects 474911/2012-8 and 309992 /2014-1 by CNPq and
project E26/111.234/2014 by Fundagao Carlos Chagas Filho de Amparo a Pesquisa do Estado do Rio
de Janeiro—FAPER] to G.S.-M.

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.
Data Availability Statement: The data presented in this study are available in Supplementary Material.

Acknowledgments: The authors thank Adriana Silva Hemerly for the use of lab facilities, Raphael
Oliveira Dantas for their technical assistance, and Helkin Forero Ballesteros and Gabriela Valente
Lacerda de Almeida for helpful discussions.

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

References

1. Fridovich, I. Superoxide dismutase. Annu. Rev. Biochem. 1975, 44, 147-159. [CrossRef] [PubMed]

2. Scandalios, J.G. The rise of ROS. Trends Biochem. Sci. 2002, 27, 483-486. [CrossRef] [PubMed]

3. Mullineaux, P.; Karpinski, S. Signal transduction in response to excess light: Getting out of the chloroplast. Curr. Opin. Plant Biol.
2002, 5, 43-48. [CrossRef] [PubMed]

4. Baxter, A.; Mittler, R.; Suzuki, N. ROS as key players in plant stress signalling. J. Exp. Bot. 2014, 65, 1229-1240. [CrossRef]
[PubMed]

5. Chovanova, K.; Bohmer, M.; Poljovka, A.; Budis, J.; Harichova, J.; Szemes, T.; Zamocky, M. Parallel Molecular Evolution of
Catalases and Superoxide Dismutases—Focus on Thermophilic Fungal Genomes. Antioxidants 2020, 9, 1047. [CrossRef] [PubMed]

6. Takeda, T.; Yoshimura, K.; Ishikawa, T.; Shigeoka, S. Purification and characterization of ascorbate peroxidase in Chlorella
vulgaris. Biochimie 1998, 80, 295-301. [CrossRef] [PubMed]

7.  Sano, S.; Ueda, M,; Kitajima, S.; Takeda, T.; Shigeoka, S.; Kurano, N.; Miyachi, S.; Miyake, C.; Yokota, A. Characterization of
Ascorbate Peroxidases from Unicellular Red Alga Galdieria partita. Plant Cell Physiol. 2001, 42, 433—440. [CrossRef]

8.  Shigeoka, S.; Nakano, Y.; Kitaoka, S. Metabolism of hydrogen peroxide in Euglena gracilis Z by L-ascorbic acid peroxidase.
Biochem. ]. 1980, 186, 377-380. [CrossRef]

9.  Noctor, G.; Foyer, C.H. Ascorbate glutathione: Keeping active oxygen under control. Annu. Rev. Plant Physiol. Plant Mol. Biol.
1998, 49, 249-279. [CrossRef]


http://doi.org/10.1146/annurev.bi.44.070175.001051
http://www.ncbi.nlm.nih.gov/pubmed/1094908
http://doi.org/10.1016/S0968-0004(02)02170-9
http://www.ncbi.nlm.nih.gov/pubmed/12217524
http://doi.org/10.1016/S1369-5266(01)00226-6
http://www.ncbi.nlm.nih.gov/pubmed/11788307
http://doi.org/10.1093/jxb/ert375
http://www.ncbi.nlm.nih.gov/pubmed/24253197
http://doi.org/10.3390/antiox9111047
http://www.ncbi.nlm.nih.gov/pubmed/33120873
http://doi.org/10.1016/S0300-9084(98)80070-9
http://www.ncbi.nlm.nih.gov/pubmed/9672748
http://doi.org/10.1093/pcp/pce054
http://doi.org/10.1042/bj1860377
http://doi.org/10.1146/annurev.arplant.49.1.249

Biology 2023,12, 19 22 of 25

10.

11.

12.

13.

14.

15.

16.
17.

18.

19.

20.

21.

22.

23.

24.
25.

26.

27.

28.

29.

30.

31.
32.

33.
34.

35.

36.

37.

38.

Negi, Y.K. Comparative in silico analysis of ascorbate peroxidase protein sequences from different plant species. J. Bioengg.
Biomed. Sci. 2011, 1, 103.

Miyake, C.; Asada, K. Inactivation mechanism of ascorbate peroxidase at low concentrations of ascorbate; hydrogen peroxide
decomposes compound I of ascorbate peroxidase. Plant Cell Physiol. 1996, 37, 423-430. [CrossRef]

Tanaka, M.; Takahashi, R.; Hamada, A.; Terai, Y.; Ogawa, T.; Sawa, Y.; Ishikawa, T.; Maruta, T. Distribution and functions
of monodehydroascorbate reductases in plants: Comprehensive reverse genetic analysis of Arabidopsis thaliana enzymes.
Antioxidants 2021, 10, 1726. [CrossRef] [PubMed]

Liu, Y.J.; Han, X.M.; Ren, L.L.; Yang, H.L.; Zeng, Q.Y. Functional divergence of the glutathione S-transferase supergene family in
Physcomitrella patens reveals complex patterns of large gene family evolution in land plants. Plant Physiol. 2012, 161, 773-786.
[CrossRef] [PubMed]

Zhang, Y.J.; Wang, W.; Yang, H.L; Li, Y,; Kang, X.Y.; Wang, X.R.; Yang, Z.L. Molecular properties and functional divergence of the
Dehydroascorbate reductase gene family in lower and higher plants. PLoS ONE 2015, 10, e0145038. [CrossRef]

Roubhier, N.; Couturier, J.; Jacquot, ].P. Genome-wide analysis of plant glutaredoxin systems. J. Exp. Bot. 2006, 57, 1685-1696.
[CrossRef]

Ondarza, R.N.; Rendén, J.L.; Ondarza, M. Glutathione reductase in evolution. J. Mol. Evol. 1983, 19, 371-375. [CrossRef]
Jardim-Messeder, D.; Zamocky, M.; Sachetto-Martins, G.; Margis-Pinheiro, M. Chloroplastic ascorbate peroxidases targeted to
stroma or thylakoid membrane: The chicken or egg dilemma. FEBS Lett. 2022, 596, 2989-3004. [CrossRef]

Lunde, C.; Baumann, U.; Shirley, N.J.; Drew, D.P.; Fincher, G.B. Gene structure and expression pattern analysis of three
monodehydroascorbate reductase (Mdhar) genes in Physcomitrella patens: Implications for the evolution of the MDHAR family
in plants. Plant Mol. Biol. 2006, 60, 259-275. [CrossRef]

Bartoli, C.G.; Buet, A.; Grozeff, G.G.; Galatro, A.; Simontacchi, M. Ascorbate-Glutathione Cycle and Abiotic Stress Tolerance in
Plants. In Ascorbic Acid in Plant Growth, Development and Stress Tolerance; Hossain, M., Munné-Bosch, S., Burritt, D., Diaz-Vivancos,
P, Fujita, M., Lorence, A., Eds.; Springer: Cham, Switzerland, 2017; pp. 177-200.

Kuzniak, E.; Kopczewski, T.; Chojak-KozZniewska, ]. Ascorbate-Glutathione Cycle and Biotic Stress Tolerance in Plants. In Ascorbic
Acid in Plant Growth, Development and Stress Tolerance; Hossain, M., Munné-Bosch, S., Burritt, D., Diaz-Vivancos, P., Fujita, M.,
Lorence, A., Eds.; Springer: Cham, Switzerland, 2017; pp. 201-231.

Anjani, K. Castor genetic resources: A primary gene pool for exploitation. Ind. Crop. Prod. 2012, 35, 1-14. [CrossRef]
Nikneshan, P.; Tadayyon, A.; Javanmard, M. Evaluating drought tolerance of castor ecotypes in the center of Iran. Heliyon 2019,
5, €01403. [CrossRef]

Shrirame, H.Y.; Panwar, N.L.; Bamniya, B.R. Bio diesel from castor oil—A green energy option. Low Carbon Econ. 2011, 2, 1-6.
[CrossRef]

Ogunniyi, D.S. Castor oil: A vital industrial raw material. Bioresour. Technol. 2006, 97, 1086-1091. [CrossRef] [PubMed]
Metzger, ].O.; Bornscheuer, U. Lipids as renewable resources: Current state of chemical and biotechnological conversion and
diversification. Appl. Microbiol. Biotechnol. 2006, 71, 13-22. [CrossRef] [PubMed]

Baldwin, B.S.; Cossar, R.D. Castor yield in response to planting date at four locations in the south-central United States. Ind. Crops
Prod. 2009, 29, 316-319. [CrossRef]

Karyotou, K.; Donaldson, R.P. Ascorbate peroxidase, a scavenger of hydrogen peroxide in glyoxysomal membranes. Arch.
Biochem. Biophys. 2005, 434, 248-257. [CrossRef]

Lopes, A.M.; Bobrowski, V.L; Silva, S.D.D.A E.; Deuner, S. Morphophysiological and biochemical alterations in Ricinus communis
L. seeds submitted to cobalt 60 gamma radiation. An. Acad. Bras. Cienc. 2017, 89, 1925-1933. [CrossRef]

Lima Neto, M.C,; Cerqueira, ].V.A.; da Cunha, J.R.; Ribeiro, R.V;; Silveira, J.A.G. Cyclic electron flow, NPQ and photorespiration
are crucial for the establishment of young plants of Ricinus communis and Jatropha curcas exposed to drought. Plant Biol. 2017,
19, 650-659. [CrossRef]

Chang, L.; Sun, H.; Yang, H.; Wang, X.; Su, Z.; Chen, E; Wei, W. Over-expression of dehydroascorbate reductase enhances
oxidative stress tolerance in tobacco. Electron. ]. Biotechnol. 2017, 25, 1-8. [CrossRef]

You, J.; Chan, Z. ROS Regulation During Abiotic Stress Responses in Crop Plants. Front. Plant Sci. 2015, 6, 1092. [CrossRef]
Zhang, X.; Lei, L.; Lai, ].; Zhao, H.; Song, W. Effects of drought stress and water recovery on physiological responses and gene
expression in maize seedlings. BMC Plant Biol. 2018, 18, 68. [CrossRef]

Zhang, Q. Strategies for developing Green Super Rice. Proc. Natl. Acad. Sci. USA 2007, 104, 16402-16409. [CrossRef] [PubMed]
Eckardt, N.A.; Cominelli, E.; Galbiati, M.; Tonelli, C. The future of science: Food and water for life. Plant Cell 2009, 21, 368-372.
[CrossRef] [PubMed]

El-Gebali, S.; Mistry, J.; Bateman, A.; Eddy, S.R.; Luciani, A.; Potter, S.C.; Qureshi, M.; Richardson, L.J.; Salazar, G.A.; Smart, A,;
et al. The Pfam protein families database in 2019. Nucleic Acids Res. 2018, 47, D427-D432. [CrossRef] [PubMed]

Edgar, R.C. MUSCLE: Multiple sequence alignment with high accuracy and high throughput. Nucleic Acids Res. 2004, 32,
1792-1797. [CrossRef] [PubMed]

Tamura, K.; Stecher, G.; Kumar, S. MEGA11: Molecular Evolutionary Genetics Analysis Version 11. Mol. Biol. Evol. 2021, 38,
3022-3027. [CrossRef]

Krzywinski, M.; Schein, J.; Birol, I.; Connors, J.; Gascoyne, R.; Horsman, D.; Jones, S.J.; Marra, M.A. Circos: An information
aesthetic for comparative genomics. Genome Res. 2009, 19, 1639-1645. [CrossRef]


http://doi.org/10.1093/oxfordjournals.pcp.a028963
http://doi.org/10.3390/antiox10111726
http://www.ncbi.nlm.nih.gov/pubmed/34829597
http://doi.org/10.1104/pp.112.205815
http://www.ncbi.nlm.nih.gov/pubmed/23188805
http://doi.org/10.1371/journal.pone.0145038
http://doi.org/10.1093/jxb/erl001
http://doi.org/10.1007/BF02101641
http://doi.org/10.1002/1873-3468.14438
http://doi.org/10.1007/s11103-005-3881-8
http://doi.org/10.1016/j.indcrop.2011.06.011
http://doi.org/10.1016/j.heliyon.2019.e01403
http://doi.org/10.4236/lce.2011.21001
http://doi.org/10.1016/j.biortech.2005.03.028
http://www.ncbi.nlm.nih.gov/pubmed/15919203
http://doi.org/10.1007/s00253-006-0335-4
http://www.ncbi.nlm.nih.gov/pubmed/16604360
http://doi.org/10.1016/j.indcrop.2008.06.004
http://doi.org/10.1016/j.abb.2004.11.003
http://doi.org/10.1590/0001-3765201720170081
http://doi.org/10.1111/plb.12573
http://doi.org/10.1016/j.ejbt.2016.10.009
http://doi.org/10.3389/fpls.2015.01092
http://doi.org/10.1186/s12870-018-1281-x
http://doi.org/10.1073/pnas.0708013104
http://www.ncbi.nlm.nih.gov/pubmed/17923667
http://doi.org/10.1105/tpc.109.066209
http://www.ncbi.nlm.nih.gov/pubmed/19252079
http://doi.org/10.1093/nar/gky995
http://www.ncbi.nlm.nih.gov/pubmed/30357350
http://doi.org/10.1093/nar/gkh340
http://www.ncbi.nlm.nih.gov/pubmed/15034147
http://doi.org/10.1093/molbev/msab120
http://doi.org/10.1101/gr.092759.109

Biology 2023,12, 19 23 of 25

39.

40.

41.

42.
43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

62.

63.

64.

Chen, C.; Chen, H.; Zhang, Y.; Thomas, H.R.; Frank, M.H.; He, Y.; Xia, R. TBtools: An Integrative Toolkit Developed for Interactive
Analyses of Big Biological Data. Mol Plant 2020, 13, 1194-1202. [CrossRef]

Wang, Y.; Tang, H.; Debarry, ].D.; Tan, X.; Li, ].; Wang, X.; Lee, T.; Jin, H.; Marler, B.; Guo, H.; et al. MCScanX: A toolkit for
detection and evolutionary analysis of gene synteny and collinearity. Nucleic Acids Res. 2012, 40, e49. [CrossRef]

Wang, D.; Zhang, Y.; Zhang, Z.; Zhu, J.; Yu, J. KaKs_Calculator 2.0; A Toolkit Incorporating Gamma-Series Methods and Sliding
Window Strategies. Genomis Proteomics Bioinform. 2010, 8, 77-80. [CrossRef]

Lynch, M.; Conery, J.S. The evolutionary fate and consequences of duplicate genes. Science 2000, 290, 1151-1155. [CrossRef]
Gasteiger, E.; Hoogland, C.; Gattiker, A.; Wilkins, M.R.; Appel, R.D.; Bairoch, A. Protein identification and analysis tools on the
ExPASy server. In The proteomics protocols handbook; Walker, ].M., Ed.; Humana Press: Totowa, NJ, USA; pp. 571-607.

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

Pettersen, E.F.; Goddard, T.D.; Huang, C.C.; Couch, G.S.; Greenblatt, D.M.; Meng, E.C.; Ferrin, T.E. UCSF Chimera-a visualization
system for exploratory research and analysis. J. Comput. Chem. 2004, 25, 1605-2012. [CrossRef] [PubMed]

Chow, C.N,; Lee, T.Y,; Hung, Y.C.; Li, G.Z,; Tseng, K.C,; Liu, Y.H.; Kuo, PL.; Zheng, H.Q.; Chang, W.C. PlantPAN3.0: A new and
updated resource for reconstructing transcriptional regulatory networks from ChIP-seq experiments in plants. Nucleic Acids Res.
2019, 47, D1155-D1163. [CrossRef] [PubMed]

Brown, A.P.; Kroon, ].TM.; Swarbreck, D.; Febrer, M.; Larson, T.R.; Graham, . A.; Caccamo, M.; Slabas, A.R. Tissue-Specific Whole
Transcriptome Sequencing in Castor, Directed at Understanding Triacylglycerol Lipid Biosynthetic Pathways. PLoS ONE 2012,
7,€30100. [CrossRef]

Szklarczyk, D.; Gable, A.L.; Lyon, D.; Junge, A.; Wyder, S.; Huerta-Cepas, J.; Simonovic, M.; Doncheva, N.T.; Morris, ]. H.;
Bork, P; et al. STRING v11: Protein—protein association networks with increased coverage, supporting functional discovery in
genome-wide experimental datasets. Nucleic Acids Res. 2018, 47, D607-D613. [CrossRef]

Castro, M.A.; Filho, J.L.; Dalmolin, R.J.; Sinigaglia, M.; Moreira, ].C.; Mombach, ].C.; de Almeida, R.M. ViaComplex: Software for
landscape analysis of gene expression networks in genomic context. Bioinformatics 2019, 25, 1468-1469. [CrossRef]

Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using realtime quantitative PCR and the 2-AACT method.
Methods 2001, 25, 402-408. [CrossRef]

Schmittgen, T.D.; Livak, K.J. Analyzing real-time PCR data by the comparative CT method. Nat. Protoc. 2008, 3, 1101-1108.
[CrossRef]

Dai, X.; Zhuang, Z.; Zhao, P.X. psRNATarget: A plant small RNA target analysis server (2017 release). Nucleic Acids Res. 2018, 46,
W49-W54. [CrossRef]

Chen, C; Li, J; Feng, J.; Liu, B,; Feng, L.; Yu, X,; Li, G.; Zhai, J.; Meyers, B.C.; Xia, R. sSRNAanno—A database repository of
uniformly annotated small RNAs in plants. Hortic. Res. 2021, 8, 45. [CrossRef]

Teixeira, FK.; Menezes-Benavente, L.; Galvao, V.C.; Margis, R.; Margis-Pinheiro, M. Rice ascorbate peroxidase gene family
encodes functionally diverse isoforms localized in different subcellular compartments. Planta 2006, 224, 300-314. [CrossRef]
[PubMed]

Morgante, C.V.; Rodrigues, R.A.; Marbach, P.A.; Borgonovi, C.M.; Moura, D.S.; Silva-Filho, M.C. Conservation of dual-targeted
proteins in Arabidopsis and rice points to a similar pattern of gene-family evolution. Mol. Genet. Genomics. 2009, 281, 525-538.
[CrossRef] [PubMed]

Chew, O.; Whelan, J.; Millard, H. Molecular definition of the Ascorbate-Glutathione Cycle in Arabidopsis mitochondria reveals
dual targeting of antioxidant defenses in plants. J. Biol. Chem. 2003, 278, 46869-46877. [CrossRef] [PubMed]

Xu, L.; Carrie, C.; Law, S.R.; Murcha, M.W.; Whelan, J. Acquisition, Conservation, and Loss of Dual-Targeted Proteins in Land
Plants. Plant Physiol. 2013, 161, 644-662. [CrossRef] [PubMed]

Leterrier, M.; Corpas, EJ.; Barroso, J.B.; Sandalio, L.M.; del Rio, L.A. Peroxisomal monodehydroascorbate reductase. Genomic
clone characterization and functional analysis under environmental stress conditions. Plant Physiol. 2005, 138, 2111-2123.
[CrossRef] [PubMed]

Lisenbee, C.S.; Lingard, M.].; Trelease, R.N. Arabidopsis peroxisomes possess functionally redundant membrane and matrix
isoforms of monodehydroascorbate reductase. Plant J. 2005, 43, 900-914. [CrossRef]

Lazzarotto, F.; Menguer, PK.; Del-Bem, L.E.; Zamocky, M.; Margis-Pinheiro, M. Ascorbate Peroxidase Neofunctionalization at the
Origin of APX-R and APX-L: Evidence from Basal Archaeplastida. Antioxidants 2021, 10, 597. [CrossRef]

Shikanai, T.; Takeda, T.; Yamauchi, Y.; Sano, S.; Tomizawa, K.; Yokota, A.; Shigeoka, S. Inhibition of ascorbate peroxidase under
oxidative stress in tobacco having bacterial catalase in chloroplasts. FEBS Lett. 1998, 428, 47-51. [CrossRef]

Patterson, W.R.; Poulos, T.L. Crystal structure of recombinant pea cytosolic ascorbate peroxidase. Biochemistry 1995, 34, 4331-4341.
[CrossRef]

Sharp, K.H.; Mewies, M.; Moody, P.C.; Raven, E.L. Crystal structure of the ascorbate peroxidase-ascorbate complex. Nat. Struct.
Biol. 2003, 10, 303-307. [CrossRef]

Kim, J.J.; Kim, Y.S.; Park, S.I.; Mok, J.E.; Kim, Y.H.; Park, HM.; Kim, L.S.; Yoon, H.S. Cytosolic monodehydroascorbate reductase
gene affects stress adaptation and grain yield under paddy field conditions in Oryza sativa L. japonica. Mol. Breed. 2017, 37, 118.
[CrossRef]


http://doi.org/10.1016/j.molp.2020.06.009
http://doi.org/10.1093/nar/gkr1293
http://doi.org/10.1016/S1672-0229(10)60008-3
http://doi.org/10.1126/science.290.5494.1151
http://doi.org/10.1093/nar/gkp335
http://www.ncbi.nlm.nih.gov/pubmed/19458158
http://doi.org/10.1002/jcc.20084
http://www.ncbi.nlm.nih.gov/pubmed/15264254
http://doi.org/10.1093/nar/gky1081
http://www.ncbi.nlm.nih.gov/pubmed/30395277
http://doi.org/10.1371/journal.pone.0030100
http://doi.org/10.1093/nar/gky1131
http://doi.org/10.1093/bioinformatics/btp246
http://doi.org/10.1006/meth.2001.1262
http://doi.org/10.1038/nprot.2008.73
http://doi.org/10.1093/nar/gky316
http://doi.org/10.1038/s41438-021-00480-8
http://doi.org/10.1007/s00425-005-0214-8
http://www.ncbi.nlm.nih.gov/pubmed/16397796
http://doi.org/10.1007/s00438-009-0429-7
http://www.ncbi.nlm.nih.gov/pubmed/19214577
http://doi.org/10.1074/jbc.M307525200
http://www.ncbi.nlm.nih.gov/pubmed/12954611
http://doi.org/10.1104/pp.112.210997
http://www.ncbi.nlm.nih.gov/pubmed/23257241
http://doi.org/10.1104/pp.105.066225
http://www.ncbi.nlm.nih.gov/pubmed/16055677
http://doi.org/10.1111/j.1365-313X.2005.02503.x
http://doi.org/10.3390/antiox10040597
http://doi.org/10.1016/S0014-5793(98)00483-9
http://doi.org/10.1021/bi00013a023
http://doi.org/10.1038/nsb913
http://doi.org/10.1007/s11032-017-0720-y

Biology 2023,12, 19 24 of 25

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

77.

78.

79.

80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.

Tahmasebi, A.; Aram, F.; Ebrahimi, M.; Mohammadi-Dehcheshmeh, M.; Ebrahimie, E. Genome-wide analysis of cytosolic and
chloroplastic isoforms of glutathione reductase in plant cells. Plant Omics 2012, 5, 94-102.

Qiu, Y; Tay, Y.V,; Ruan, Y.; Adams, K.L. Divergence of duplicated genes by repeated partitioning of splice forms and subcellular
localization. New Phytol. 2020, 225, 1011-1022. [CrossRef] [PubMed]

Yamada, M.; Suzuki, K,; Tanabe, N.; Suzuki, T.; Nishizawa-Yokoi, A.; Shigeoka, S.; Yoshimura, K. An oligonucleotide/oligosaccharide-
binding-fold protein enhances the alternative splicing event producing thylakoid membrane-bound ascorbate peroxidase in
Nicotiana tabacum. G3 2022, 25, 12. [CrossRef] [PubMed]

Gerhardt, B.P; Beevers, H. Developmental studies on glyoxysomes in Ricinus endosperm. J. Cell Biol. 1970, 44, 94-102. [CrossRef]
Graham, I.A.; Eastmond, PJ. Pathways of straight and branched chain fatty acid catabolism in higher plants. Prog. Lipid Res. 2002,
41, 156-181. [CrossRef]

Gallie, D.R. The role of L-ascorbic acid recycling in responding to environmental stress and in promoting plant growth. J. Exp.
Bot. 2013, 64, 433-443. [CrossRef]

Bailly, C.; Audigier, C.; Ladonne, F.; Wagner, M.H.; Coste, F.; Corbineau, F.; Céme, D. Changes in oligosaccharide content and
antioxidant enzyme activities in developing bean seeds as related to acquisition of drying tolerance and seed quality. J. Exp. Bot.
2001, 52, 701-708. [CrossRef]

Yan, J.; Wang, ].; Tissue, D.; Holaday, A.S.; Allen, R.; Zhang, H. Photosynthesis and seed production under water-deficit conditions
in transgenic tobacco plants that overexpress an Arabidopsis ascorbate peroxidase gene. Crop Sci. 2003, 43, 1477-1483. [CrossRef]
Sun, W.H.; Duan, M.; Shu, D.F; Yang, S.; Meng, Q.W. Over-expression of StAPX in tobacco improves seed germination and
increases early seedling tolerance to salinity and osmotic stresses. Plant Cell Rep. 2010, 29, 917-926. [CrossRef]

Singh, N.; Mishra, A.; Tha, B. Over-expression of the peroxisomal ascorbate peroxidase (SbpAPX) gene cloned from halophyte
Salicornia brachiata confers salt and drought stress tolerance in transgenic tobacco. Mar. Biotechnol. 2014, 16, 321-332. [CrossRef]
[PubMed]

Jardim-Messeder, D.; Caverzan, A.; Rauber, R.; Cunha, J.; Carvalho, F.; Letaif-Gaeta, M.; da Fonseca, G.C.; Costa, M.; Frei, M.;
Silveira, J.A.G.; et al. Thylakoidal APX modulates hydrogen peroxide content and stomatal closure in rice (Oryza sativa L.).
Environ. Exp. Bot. 2018, 150, 46-56. [CrossRef]

Eastmond, P.J. MONODEHYROASCORBATE REDUCTASE4 is required for seed storage oil hydrolysis and postgerminative
growth in Arabidopsis. Plant Cell 2007, 19, 1376-1387. [CrossRef] [PubMed]

Sumugat, M.R.; Donahue, J.L.; Cortes, D.F.; Stromberg, V.K.; Grene, R.; Shulaev, V.; Welbaum, G.E. Seed Development and
Germination in an Arabidopsis thaliana Line Antisense to Glutathione Reductase 2. J. New Seeds 2010, 11, 104-126. [CrossRef]
Silva, M.; Willadino, L.; Camara, T.; Oliveira, A. Response of Ricinus communis L. to in vitro water stress induced by polyethylene
glycol. Plant Growth Regulation. 2015, 78, 195-204. [CrossRef]

Janmohammadi, M.; Abbasi, A.; Sabaghnia, N. Influence of NaCl treatments on growth and biochemical parameters of castor
bean (Ricinus communis L.). Acta Agric. Slov. 2012, 99, 31-40.

Karuppanapandian, T.; Moon, J.C.; Kim, C.; Manoharan, K.; Kim, W. Reactive oxygen species in plants: Their generation, signal
transduction, and scavenging mechanisms. Aust. J. Crop Sci. 2011, 5, 709-725.

Sharma, P; Jha, A.B.; Dubey, R.S.; Pessarakli, M. Reactive oxygen species, oxidative damage, and antioxidative defense mechanism
in plants under stressful conditions. J. Bot. 2012, 2012, 217037. [CrossRef]

Guan, L.; Zhao, J.; Scandalios, ].G. Cis-elements and transfactors that regulate expression of the maize Catl antioxidant gene in
response to ABA and osmotic stress: H202 is the likely intermediary signalling molecule for the response. Plant J. 2000, 22, 87-95.
[CrossRef]

Jiang, M.; Zhang, J. Effect of abscisic acid on active oxygen species, antioxidative defense system and oxidative damage in leaves
of maize seedlings. Plant Cell Physiol. 2001, 42, 1265-1273. [CrossRef]

Anderson, M.D,; Prasad, T.K.; Martin, B.A.; Stewart, C.R. Differential gene expression in chilling-acclimated maize seedlings and
evidence for the involvement of abscisic acid in chilling tolerance. Plant Physiol. 1994, 105, 331-339. [CrossRef] [PubMed]
Prasad, T.K.; Anderson, M.D.; Stewart, C.R. Acclimation, hydrogen peroxide, and abscisic acid protect mitochondria against
irreversible chilling injury in maize seedlings. Plant Physiol. 1994, 105, 619-627. [CrossRef] [PubMed]

Bueno, P; Piqueras, A.; Kurepa, J.; Savoure, A.; Verbruggen, N.; Van Montagu, M.; Inze, D. Expression of antioxidant enzymes in
response to abscisic acid and high osmoticum in tobacco BY-2 cell cultures. Plant Sci. 1998, 138, 27-34. [CrossRef]

Agrawal, G.K.; Jwa, N.S.; Iwahashi, H.; Rakwal, R. Importance of ascorbate peroxidases OsAPX1 and OsAPX2 in the rice
pathogen response pathways and growth and reproduction revealed by their transcriptional profiling. Gene 2003, 322, 93-103.
[CrossRef] [PubMed]

Mittler, R.; Zilinskas, B.A. Molecular cloning and characterization of gene encoding pea cytosolic ascorbate peroxidase. J. Biol.
Chem. 1992, 267, 21802-21807. [CrossRef]

Park, S.Y,; Ryu, S.H.; Jang, L.C.; Kwon, S.Y.; Kim, ].G.; Kwak, S.S. Molecular cloning of a cytosolic ascorbate peroxidase cDNA
from cell cultures of sweet potato and its expression in response to stress. Mol. Genet. Genom. 2004, 271, 339-346. [CrossRef]
Soares, AM.D.S; Souza, TED.; Jacinto, T.; Machado, O.L.T. Effect of methyl jasmonate on antioxidative enzyme activities and on
the contents of ROS and H202 in Ricinus communis leaves. Braz. ]. Plant Physiol. 2010, 33, 151-158. [CrossRef]
Jardim-Messeder, D.; Margis-Pinheiro, M.; Sachetto-Martins, G. Salicylic acid and adenine nucleotides regulate the electron
transport system and ROS production in plant mitochondria. Biochim. Biophys. Acta Bioenerg. 2022, 1863, 148559. [CrossRef]


http://doi.org/10.1111/nph.16148
http://www.ncbi.nlm.nih.gov/pubmed/31469915
http://doi.org/10.1093/g3journal/jkac169
http://www.ncbi.nlm.nih.gov/pubmed/35788847
http://doi.org/10.1083/jcb.44.1.94
http://doi.org/10.1016/S0163-7827(01)00022-4
http://doi.org/10.1093/jxb/ers330
http://doi.org/10.1093/jexbot/52.357.701
http://doi.org/10.2135/cropsci2003.1477
http://doi.org/10.1007/s00299-010-0878-9
http://doi.org/10.1007/s10126-013-9548-6
http://www.ncbi.nlm.nih.gov/pubmed/24197564
http://doi.org/10.1016/j.envexpbot.2018.02.012
http://doi.org/10.1105/tpc.106.043992
http://www.ncbi.nlm.nih.gov/pubmed/17449810
http://doi.org/10.1080/15228861003776175
http://doi.org/10.1007/s10725-015-0085-3
http://doi.org/10.1155/2012/217037
http://doi.org/10.1046/j.1365-313x.2000.00723.x
http://doi.org/10.1093/pcp/pce162
http://doi.org/10.1104/pp.105.1.331
http://www.ncbi.nlm.nih.gov/pubmed/12232205
http://doi.org/10.1104/pp.105.2.619
http://www.ncbi.nlm.nih.gov/pubmed/12232229
http://doi.org/10.1016/S0168-9452(98)00154-X
http://doi.org/10.1016/j.gene.2003.08.017
http://www.ncbi.nlm.nih.gov/pubmed/14644501
http://doi.org/10.1016/S0021-9258(19)36683-9
http://doi.org/10.1007/s00438-004-0986-8
http://doi.org/10.1590/S1677-04202010000300001
http://doi.org/10.1016/j.bbabio.2022.148559

Biology 2023,12, 19 25 of 25

92.

93.

94.

95.

96.

97.

98.

99.

100.

101.

102.

Liu, J.; Qiu, G.; Liu, C.; Li, H,; Chen, X,; Fu, Q.; Lin, Y.; Guo, B. Salicylic Acid, a Multifaceted Hormone, Combats Abiotic Stresses
in Plants. Life 2022, 12, 886. [CrossRef]

Hossain, M.A.; Munemasa, S.; Uraji, M.; Nakamura, Y.; Mori, I.C.; Murata, Y. Involvement of Endogenous Abscisic Acid in
Methyl Jasmonate-Induced Stomatal Closure in Arabidopsis. Plant Physiol. 2011, 156, 430-438. [CrossRef]

Prodhan, M.Y.; Munemasa, S.; Nahar, M.N.; Nakamura, Y.; Murata, Y. Guard Cell Salicylic Acid Signaling Is Integrated into
Abscisic Acid Signaling via the Ca2+/CPK-Dependent Pathway. Plant Physiol. 2018, 178, 441-450. [CrossRef] [PubMed]

Wu, G.; Poethig, R.S. Temporal regulation of shoot development in Arabidopsis thaliana by miR156 and its target SPL3.
Development 2006, 133, 3539-3547. [CrossRef] [PubMed]

Wu, G,; Park, M.Y,; Conway, S.R.; Wang, ] W.; Weigel, D.; Poethig, R.S. The sequential action of miR156 and miR172 regulates
developmental timing in Arabidopsis. Cell 2009, 138, 750-759. [CrossRef] [PubMed]

Xie, J.; Yang, X.; Song, Y.; Du, Q.; Li, Y,; Chen, J.; Zhang, D. Adaptive evolution and functional innovation of Populus-specific
recently evolved microRNAs. New Phytol. 2017, 213, 206-219. [CrossRef] [PubMed]

Yao, X.; Chen, J.; Zhou, J.; Yu, H.; Ge, C.; Zhang, M.; Gao, X.; Dai, X.; Yang, Z.N.; Zhao, Y. An Essential Role for miRNA167 in
Maternal Control of Embryonic and Seed Development. Plant Physiol. 2019, 180, 453—464. [CrossRef]

Han, H.; Zhou, Y. Function and Regulation of microRNA171 in Plant Stem Cell Homeostasis and Developmental Programing. Int.
J. Mol. Sci. 2022, 23, 2544. [CrossRef]

Montgomery, T.A.; Howell, M.D.; Cuperus, J.T.; Li, D.; Hansen, J.E.; Alexander, A.L.; Chapman, E.J.; Fahlgren, N.; Allen, E.;
Carrington, J.C. Specificity of ARGONAUTE7-miR390 interaction and dual functionality in TAS3 trans-acting siRNA formation.
Cell 2008, 133, 128-141. [CrossRef]

Wyrzykowska, A.; Bielewicz, D.; Plewka, P,; Soltys-Kalina, D.; Wasilewicz-Flis, I.; Marczewski, W.; Jarmolowski, A.; Szweykowska-
Kulinska, Z. The MYB33, MYB65, and MYB101 transcription factors affect Arabidopsis and potato responses to drought by
regulating the ABA signaling pathway. Physiol. Plant 2022, 174, €13775. [CrossRef]

Pieczynski, M.; Marczewski, W.; Hennig, J.; Dolata, J.; Bielewicz, D.; Piontek, P.; Wyrzykowska, A.; Krusiewicz, D.; Strzelczyk-
Zyta, D.; Konopka-Postupolska, D.; et al. Down-regulation of CBP80 gene expression as a strategy to engineer a drought-tolerant
potato. Plant Biotechnol. ]. 2013, 11, 459-469. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.


http://doi.org/10.3390/life12060886
http://doi.org/10.1104/pp.111.172254
http://doi.org/10.1104/pp.18.00321
http://www.ncbi.nlm.nih.gov/pubmed/30037808
http://doi.org/10.1242/dev.02521
http://www.ncbi.nlm.nih.gov/pubmed/16914499
http://doi.org/10.1016/j.cell.2009.06.031
http://www.ncbi.nlm.nih.gov/pubmed/19703400
http://doi.org/10.1111/nph.14046
http://www.ncbi.nlm.nih.gov/pubmed/27277139
http://doi.org/10.1104/pp.19.00127
http://doi.org/10.3390/ijms23052544
http://doi.org/10.1016/j.cell.2008.02.033
http://doi.org/10.1111/ppl.13775
http://doi.org/10.1111/pbi.12032

	Introduction 
	Materials and Methods 
	Retrieval of APX, MDAR, DHAR, and GR Proteins 
	Phylogenetic Analysis 
	Chromosomal Positions and Synthenic Analysis 
	Calculation of Ka/Ks and Divergence Time 
	Structural Analysis of APX, MDAR, DHAR, and GR Proteins 
	Prediction of Potential Cis-Regulatory Elements 
	RNAseq and Expression Pattern Analysis 
	Plants, Growth Conditions, and Drought Stress Experimental Design 
	Total RNA Isolation and Quantitative PCR (RT-qPCR) Analysis 
	RT-PCR 
	miRNA Target Prediction in Castor Bean APX, MDAR, DHAR, and GR Genes 

	Results and Discussion 
	Identification and Phylogenetic Analysis of APX, MDAR, DHAR, and GR Genes 
	Structural Organization of APX, MDAR, DHAR, and GR Genes 
	Protein Sequence Analyses of APX, MDAR, DHAR, and GR 
	Analysis of Alternatively Spliced mRNA Variants of Castor Bean chl/mitAPX 
	Transcriptional Profiles of Castor Bean APX, MDAR, DHAR, and GR Genes 
	Analysis of Putative Cis-Regulatory Elements and Scanning for miRNA Targeting in APX, MDAR, DHAR, and GR Genes 

	Conclusions 
	References

