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Activation of stress tolerance mechanisms demands transcriptional reprogramming. Salt stress, a
major threat to plant growth, enhances ROS production and affects transcription through modulation
of miRNAs and hormones. The present study delineates salt stress ameliorating action of thiourea

(TU, aROS scavenger) in Brassica juncea and provides mechanistic link between redox, microRNA and
hormones. The ameliorative potential of TU towards NaCl stress was related with its ability to decrease
ROS accumulation in roots and increase Nat accumulation in shoots. Small RNA sequencing revealed
enrichment of down-regulated miRNAs in NaCl +TU treated roots, indicating transcriptional activation.
Ranking analysis identified three key genes including BRX4, CBL10 and PHO1, showing inverse
relationship with corresponding miRNA expression, which were responsible for TU mediated stress
mitigation. Additionally, ABA level was consistently higher till 24 h in NaCl, while NaCl +TU treated
roots showed only transient increase at 4 h suggesting an effective stress management. Jasmonate and
auxin levels were also increased, which prioritized defence and facilitated root growth, respectively.
Thus, the study highlights redox as one of the “core” components regulating miRNA and hormone
levels, and also strengthens the use of TU as a redox priming agent for imparting crop resilience to salt
stress.

Plants perceive and respond to a variety of environmental stresses using a plethora of signalling cascades which
allows them to survive under challenging environmental conditions. Among widely reported ecological abiotic
stresses, salt stress is considered as one of the important factors responsible for decreasing crop productivity
worldwide. Thus, it is imperative to understand molecular mechanism underlying salt tolerance so as to minimize
the negative impacts, which could lead to 50% arable land loss by 2050 due to increased salinization'~. Previous
reports have identified several molecular regulators of salt tolerance having the potential to develop salt-tolerant
genotypes*8; however, their implementation for crop improvement in realistic field conditions is still a long-term
goal. To complement genetic approach, chemical priming has been postulated as an alternative strategy which can
enhance plant’s ability to tolerate different types of abiotic stresses’12. Although, most of the priming agents have
their own chemical-specific effects, a unified mechanism for their mode of action has been recently proposed
which is based upon their ability to modulate redox state homeostasis'?.

Cellular redox state is described as an integrated ratio of reduced to oxidized form of all the redox couples
present inside the cell and has been shown to be regulated by reactive oxygen species (ROS) scavenging/pro-
ducing enzymes and antioxidant metabolites'. Recently, redox homeostasis is proposed as a central regulator of
stress signalling, including those under salt stress'>!°. Additionally, the oxidation-reduction based redox reactions
are considered as intrinsic part of plant metabolism'”~'° and hence, stress induced redox imbalance negatively
affects multiple plant processes including growth, development and stress tolerance. In view of this, we tested the
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ability of thiourea (TU; a non-physiological thiol based ROS scavenger?®?!) to restrict stress induced redox imbal-
ance and associated damages in plants. The ameliorative potential was demonstrated at different organizational
levels in lab as well as field conditions. At physiological level, TU improved source-to-sink relationship leading to
increased crop yield??>* and at molecular level, it improved cellular energetics?, co-ordinated calcium and absci-
sic acid (ABA) signaling events®, maintained plant-water homeostasis®, enhanced antioxidant defense*” and
improved sulphur metabolism?®. The involvement of several diverse pathways in TU mediated stress mitigation
further indicated the significance of redox homeostasis for regulating multiple processes in plants.

The activation of stress response mechanisms demands an extensive transcriptional reprogramming. There is a
class of small non-coding RNAs called microRNAs, which regulates gene expression, at post-transcriptional level,
either through transcript cleavage or translational inhibition®. Although, the role of miRNAs as salt-regulators
is well-perceived®, the set of miRNAs regulated through cellular redox state has not been described. Apart from
miRNAs, different types of plant hormones such as auxin, ABA and jasmonic acid are also considered as impor-
tant regulators of salt tolerance in plants®'-*%. The hormonal and redox signaling crosstalk has been demonstrated
under different abiotic stress conditions®; however, little is known in Brassica juncea, especially under the context
of salt stress.

Brassica juncea belongs to the family Brassicaeace and represent classical example of recursive whole genome
duplication events. It is an allotetraploid (AABB) oilseed crop from the triangle of U (B. rapa (AA) and B. nigra
(BB) and allotetraploids B. napus (AACC) and B. carinata (BBCC)*; of which, B. rapa genome is currently avail-
able. B. juncea contributes to 12% of total world edible oil production (http://faostat.fao.org/). Salt stress has been
described as a major factor which negatively influences the growth and oil production in Brassica species®’~**. The
present study highlights the mechanistic basis of TU mediated salt tolerance at the level of miRNA and hormone
based regulations. The research outcome not only advances our understanding about the concept of redox medi-
ated regulation of salt-tolerance; but, also strengthens the applicability/adoptability of TU based technology for
enhancing crop protection.

Results and Discussion

Increasing salinization and decrease in the arable land necessitates the mechanistic understanding of salt toler-
ance so that suitable crop improvement strategies can be developed!>. Towards this endeavour, TU supplemen-
tation has been widely used to minimize negative effects of salt stress in different crop plants'. TU is a potent
redox scavenger and has ability to scavenge multiple ROS including superoxide radical and hydrogen peroxide
(H,0,)*2!. Realizing its ROS scavenging capacity, TU supplementation has also been utilized, as a chemical
probe, to understand redox regulatory components associated with salt**-?” and arsenic stress tolerance in
plants. However, not much information is known about post-transcriptional and hormone based regulations
associated with TU mediated response. The present study was performed to understand how TU modulates
miRNAs and different hormones to activate tolerance mechanisms under salt-stress conditions. Owing to ROS/
redox mediated action of TU, the identified miRNAs and mode of hormone regulation could be classified as
“redox-regulated” in the context of salt stress. Although, the same objective can also be achieved using other
redox-active molecules such as ascorbate, glutathione and cysteine; however, TU, being a non-physiological thiol,
the effects produced are more closely associated with cellular redox state?.

TU improves plant growth phenotype under salt stress. To assess the phenotypic differences, in
terms of survival and growth, post-germination phenotyping was performed on hydroponically grown seedlings
under NaCl with/without TU treatment. We observed significant increase in survival efficiency in NaCl+ TU
(69%) as compared with NaCl (24%) treatment at 150 mM NaCl concentration (Fig. 1A,B). The growth pheno-
type was evaluated at 125mM NaCl concentration. A greater decrease in biomass accumulation was observed
in NaCl (60%) than NaCl+ TU (39%) treatment, as compared with that of control (Fig. 1D). This was simul-
taneous with significant increase in average leaf area by 42% in NaCl + TU as compared with NaCl treatment
(Fig. 1C and E). Thus, the observed phenotype clearly demonstrates the ameliorative potential of TU against NaCl
stress induced toxicity.

TU lowers ROS accumulation and improves ionic balance in plants.  Abiotic stresses including NaCl
are known to increase ROS production’. In Arabidopsis thaliana, it has been shown that 3 h treatment duration
was sufficient to produce maximal changes in redox and beyond that, even incubating upto 3 days in salt does not
shift redox more towards oxidizing conditions*’. Besides, 3-4 h time duration has been widely used to delineate
stress induced signalling network in plants**2. Keeping this into account, we measured ROS accumulation at 4h
time point in root-tip region under different treatment conditions. In order to have high-resolution, measure-
ment region was further divided into three different zones with zone-1 starting from root-tip (Fig. 2A). A sharp
increase in ROS accumulation was observed in zone-1 under both NaCl and NaCl + TU treatments. However, in
zone-2 and 3, ROS level was decreased by 2.2- and 2.9-fold, respectively in NaCl+ TU as compared with NaCl
treatment (Fig. 2B). No significant difference in ROS level was observed in TU alone treatment as compared to
that in control. The data confirmed in planta ROS scavenging ability of TU which has already been demonstrated
in shoot?” and along root-axis®.

In order to correlate TU mediated ameliorative phenotype with the activation of salt tolerance mechanism;
we measured Na* and K* ion status in root and shoot under different treatments. In roots, Na* levels increased
equally in NaCl and NaCl+ TU treatments; however, in shoot, it was increased more in NaCl + TU (2.2-fold)
than NaCl (1.7-fold) treatment, as compared with that of control (Fig. 2C). This suggested the possibility that
TU supplementation could accelerate Na* translocation towards shoots which is considered as one of the
important defence mechanism to avoid built up of Na* toxicity in roots**. Recently, comparative evaluation of
contrasting rice varieties have confirmed that tolerant varieties have better potential of translocating Na™ from
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Figure 1. Differential phenotype of B. juncea seedlings with/without thiourea (TU) treatment. The
seedlings were grown hydroponically under control condition for 10 d and then subjected to different
treatments such as control (1/2 MS), NaCl (150 mM), NaCl (150 mM) + TU (75 pM) and TU (75uM). For
NaCl+TU and TU alone treatments, 24 h pre-treatment with same concentration of TU was also given. At

7 d after treatment, differential phenotype was recorded qualitatively (A) and quantified in terms of survival
efficiency (B). In order to obtain leaf phenotype, NaCl concentration was reduced to 125 mM and phenotype
was recorded at 10 d after treatment both qualitatively (C) and quantitatively in terms of fresh weight per
seedling (D) and leaf area (E). The data represents the mean =+ SE of three biological replicates. Different letters
on bar graph have been put on the basis of LSD value derived from SPSS software (DMRT, P < 0.05).

root-to-shoot*. Although, no significant change in K™ was observed in shoot; in roots, it was maintained at
significantly higher level of 1.42—, 2.13— and 2-fold in NaCl, NaCl+ TU and TU treatments, respectively, as
compared with control (Fig. 2D). The increased K* level in NaCl treated roots indicated that osmotic effects were
pre-dominant at 24 h after stress exposure which caused membrane hyperpolarization leading to increased K*
uptake®®. The further increase in K* level upon TU supplementation could be related to reduced K* efflux under
reducing conditions®. Such a change in the levels of cations, suggest that apart from ameliorating Na* toxicity,
TU supplementation might also tackle K* deficiency; however, this needs to be validated further.
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Figure 2. Differential accumulation of ROS and quantification of Na* and K* ions in B. juncea seedlings.
The 15 d old hydroponically grown seedlings were given different treatments such as control (1/2MS), NaCl
(125mM), NaCl (125mM) + TU (75 pM) and TU (75 pM). For NaCl+ TU and TU alone treatments, 24 h pre-
treatment with same concentration of TU was also given. The ROS accumulation in roots was checked at 4 h
after treatment using DCF-DA staining (A). The root region was divided into three different zones and ROS
intensity was quantified independently using Image ] program (B). A total of 15 seedlings were stained for each
treatment and experiment was repeated twice to check its reproducibility. The cations like Na* (C) and K*

(D) were measured at 24 h after treatment in both root and shoot. The data represents the mean + SE of three
biological replicates. Different letters on bar graph have been put on the basis of LSD value derived from SPSS
software (DMRT, P < 0.05). Small and capital case letter is used for root and shoot, respectively.

TU mediated effect is regulated post-transcriptionally through miRNAs. To link observed phe-
notypic changes with miRNA mediated post-transcriptional regulation, size selected smallRNAs libraries ranging
from 18 to 30 nt were sequenced from seedlings under different treatments, independently in root and shoot.
The observed size distributions of adapter cleaned reads showed classes from 21-23 nt with majority of 23 nt,
followed by 21nt, and 22nt (Supplementary Figure 1) which was similar to previously reported size distribution
in plants**8. The conserved miRNAs were identified by mapping cleaned reads to miRBase. However, due to the
non-availability of reference genome, and taking into account of close conservation between B. rapa and B. juncea,
we used a cross-species mapping approach to identify novel miRNAs. Interestingly, a high proportionate of
unique read mapping was observed both in root and shoot (Supplementary Table 1), which can be further related
to evolutionary conservation across Brassica triangle of U*. Overview heat-map of conserved and novel miRNAs
expression is shown in Supplementary Figure 2.

To understand miRNA mediated regulation in different treatments, we followed the following approach.
Initially, conserved miRNAs showing differential expression in at least one treatment based on statistical signifi-
cance (p < 0.05) were identified. Further, those miRNAs showing differential expression based upon their expres-
sion significance (logFC > 1) was also mined. Cumulative lists of differentially expressed conserved miRNAs for
root (Supplementary Table 2) and shoot (Supplementary Table 3) are shown. Although, a set of 18 novel high con-
fidence (HC) miRNAs were identified; however, due to cross-mapping approach, low read count abundance was
obtained which lowered the number of differentially expressed novel miRNAs after putting stringent p-value and
fold-change cutoffs. All the predicted novel miRNAs were amplified using stem-loop PCR and amplicons were
sequenced. Out of 18, we could confirm the mature sequence for 5 novel miRNAs (termed as bra-mirX1-5; refer
Supplementary Table-4 for mature and hairpin sequence). The specific amplification was also validated through
melting curve analysis (Supplementary Figure 3). Later on, the expression levels for these five high-confidence
sequence validated novel miRNAs were measured using stem-loop PCR (Supplementary Table 5).

The expression data of conserved (on the basis of RNAseq) and novel miRNAs (on the basis of stem-loop)
were pooled together and their expression pattern was analysed using venn-diagram, independently for root
(Fig. 3A and Supplementary Table 6) and shoot (Fig. 3B and Supplementary Table 7). The miRNA pattern in
different treatments was found distinct as early as 4 h after treatment, which suggested that miRNA expression
is very versatile and can be seen as the direct reflection of external treatment condition. For the entire set of dif-
ferentially expressed miRNAs, target gene expressions were quantified through quantitative real-time PCR and
analyzed using venn-diagram, independently for root (Fig. 3A and Supplementary Table 8) and shoot (Fig. 3B
and Supplementary Table 9). In both the organs, proportion of elements shared between NaCl and NaCl + TU
treatment were found more than NaCl 4 TU specific elements which clearly indicated that TU effect on resto-
ration of gene expression was only partial. This also explained why we did not observe complete amelioration of
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Figure 3. Distribution and differential expression of conserved/novel miRNAs and corresponding targets
in B. juncea seedlings. The seedlings were grown hydroponically for 15 d and then subjected to different
treatments such as control (1/2 MS), NaCl (125 mM), NaCl (125 mM) + TU (75 uM) and TU (75 pM). For
NaCl+TU and TU alone treatments, 24 h pre-treatment with same concentration of TU was also given. At
4h after treatment, root and shoot were harvested independently and subjected to small RNA sequencing
using SOLiD platform. The differentially expressed miRNAs and target genes under different treatments were
analyzed using venn-diagram, independently for root (A) and shoot (B). The heat-map represents the average
change in miRNA and corresponding target gene expression from two biological replicates. The data was
clustered into two distinct sets on the basis of up- (Cluster-A) and down-regulated (Cluster-B) miRNAs. The
ranking analysis was performed using expression difference of target genes between NaCl+ TU and TU and
top-ranked genes along with corresponding miRNAs are highlighted as “bold red”. The absolute expression
change can be found as Supplementary Table 10 (root) and 11 (shoot).

growth phenotype under NaCl+ TU treatment (Fig. 1). The expression data of miRNAs along with correspond-
ing target genes were clustered together which yielded two distinct clusters: cluster-A and B representing up- and
down-regulated miRNAs, respectively. The overview heat-map for these clusters reveals an inverse relationship
between miRNA and target gene expression in root (Fig. 3C) and shoot (Fig. 3D). This validated the accuracy and
robustness of target gene prediction pipeline used in the present study.

A large number of miRNAs were found to be upregulated specifically in TU alone treated roots (Fig. 3A). This
suggested an overall decrease in protein turnover rate under reducing redox environment. The higher miRNA
expression will lower down their mRNA to avoid unnecessary protein synthesis. In contrast, no TU specific
miRNA was found to be present in shoot (Fig. 3B).

TU dependent activation of defence genes during early stage NaCl exposure in roots. The
miRNA expression pattern in roots revealed 10 miRNAs which showed significant down-regulation specif-
ically under NaCl + TU treatment (Fig. 3A). This included eight conserved (bra-miR171e, bra-miR390-3p,
bra-miR403-3p, bra-miR168b-5p, bra-miR171a, bra-miR390-5p, bra-miR396b-5p and bra-miR5654a) and
two novel (bra-miRX1 and bra-miRX5) miRNAs (Supplementary Table 6). Out of 10, for four miRNAs such as
bra-miR168b-5p, bra-miR396b-5p, bra-miRX1 and bra-miRXS5, corresponding target genes such as eukaryotic
translation initiation factor 2 C (eIF2C), growth regulating factor 1 (GRF1), FZO-like (FZO) and calceneurin
B-like 10 (CBL10), respectively, showed upregulated expression in NaCl + TU, as compared with NaCl treatment.
For remaining six miRNAs, no significant difference in target gene expression was observed between NaCl and
NaCl+ TU treatment (Supplementary Table 10). This suggested that apart from miRNA abundance, target gene
expression can also be regulated through other factors such as availability of co-factors and overall cellular redox
environment. The up-regulated targets have been demonstrated to mediate salt tolerance in plants. For instance,
elF2c (targeted through bra-miR168b-5p) is responsible for maintaining protein synthesis rate and overall plant
growth. Few translation factors such as elF1A% and eIF5A%! are known to impart abiotic stress tolerance. GRF1
(targeted through bra-miR396b-5p) belongs to the small family of transcription factor which modulates growth
through its interaction with gibberellins®. FZO (targeted through bra-miRX1) codes for a dynamin-related
membrane-remodelling protein targeted to chloroplasts and specifically to thylakoid membranes and previously
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fzo mutants have been shown to have disorganized chloroplast®*. FZO function has been demonstrated to restore
photosynthetic electron system under salt stress®*. CBL10 (targeted through bra-miRX7) codes for a calcium
sensor which interacts with CIPK27 and mediates Na* ion sequestration inside the vacuoles®. Among other
targets with upregulated expression in NaCl+ TU included brevis radix-4 (BRX4; targeted through bra-miRX4),
ATP sulphurylase (APS; targeted through bra-miR395-3p), phosphate-2 transporter (PHOZ2; targeted through
bra-miRX2), galactose oxidase (GO; targeted through bra-miRX3) and UDP-arabinose 4-epimerase (UDPase;
targeted through bra-miR1885b). BRX is a key regulator of root meristem activity and brx mutant in Arabidopsis
are impaired in primary root growth®. APS is an important enzyme which catalyses the committed step of sul-
phur assimilation®’. Since, the involvement of sulphur metabolism in TU mediated amelioration against arsenic
stress has already been demonstrated®®; APS upregulation under NaCl+ TU and TU treatments are justified. The
upregulated expression of targets such as PHO2, GO and UDPase suggested the modulation of nucleotide sugar
metabolism which might support the growth of seedlings under NaCl + TU treatment. Thus, TU dependent
ameliorative growth phenotype under NaCl stress is associated with upregulated expression of wide-range of
defence genes.

Activation of contrasting responses in NaCl and NaCl +TU treated shoots. Like roots, miRNA
expression pattern in shoot was also found distinct under different treatment conditions; however, unlike roots,
less number of differentially induced miRNAs was present in shoot (Fig. 3B). This could be due to the fact that
miRNAs profiling was done at 4 h after treatment and roots, being the first organ to come in direct contact with
stress, have shown more responsiveness than shoots. Furthermore, these organs have high level of functional
specialization and hence, their internal redox environment, co-factor and metabolite compositions, which are
known to affect miRNA expression, are expected to be different.

The targets showing upregulated expression in NaCl4- TU were related to either DNA or RNA binding func-
tions (Supplementary Table 11). Few of the examples include PPR (pentatricopeptide repeat containing gene;
targeted through bra-miR161a-3p) which is a RNA binding protein and facilitate RNA editing or splicing of
organelle genes®®*. AP2 like transcription factor (targeted through bra-miR172¢-3p) codes for a DNA binding
protein and regulate G1-S transitions in shoot apical meristem®. NAC transcription factor (targeted through
bra-miR164b-5p), is a DNA binding protein which regulate stress related gene expression through ABA depend-
ent pathway®!. On the contrary, targets showing upregulated expression in NaCl treatment were mainly effector
genes. For instance, BRX (targeted through bra-miRX4) is a rate-limiting gene for regulating auxin-responsive
gene expression®’. Mechanosensitive ion channel protein (targeted through bra-miR319-5p) functions in adapt-
ing hyperosmotic shock®; while, CBL10 (targeted through bra-miRX7) functions to sequester Na™ inside the
vacuole. GO (targeted through bra-miRX3) and UDP-arabinose 4-epimerase (targeted through bra-miR1885b)
are involved in the regulation of sugar nucleotide signaling. Thus, a clear enrichment of contrasting set of targets
was observed under NaCl and NaCl + TU treated shoot. While NaCl + TU activate signaling related targets; NaCl
mainly activates defence or adaptive genes. This also suggested that TU could act as booster of signaling under
salt stress conditions.

Deviation from miRNA mediated target gene repression. The miRNA and target gene expressions
were also analyzed in terms of Pearson’s correlation coefficient (r) to understand their inter-relationship. We
found few targets where r value was positive (in some cases, it was almost close to 1) which suggested that these
targets do not follow the universal rule of miRNA mediated repression of gene expression. In roots, such targets
showing differential expression between NaCl and NaCl+ TU treatment included APS and AP2-like transcrip-
tion factor which were targeted through bra-miR395a-5p (r =0.72) and bra-miR172d-3p (r = 1), respectively. The
downregulated expression of APS was observed only in NaCl, although, bra-miR395a-5p expression was same
in both NaCl and NaCl+ TU treatment. AP2 transcription factor remains upregulated in NaCl+ TU treatment,
inspite of having an upregulated expression of bra-miR172d-3p (Supplementary Table 10). Similarly, in shoot,
bra-miR9563a-5p and its target gene CDPK2 both showed an upregulated expression in NaCl + TU treatment
(r=1; Supplementary Table 11). Such a deviation from universal mode of miRNA functioning suggest different
possibilities. First: it has been recently proposed that apart from miRNA abundance, other cofactors also regulate
miRNA mediated target gene cleavage®*. Since, NaCl and NaCl 4 TU treatments are known to have differential
metabolite accumulation®?”3; therefore, distinct modes of miRNA regulation in these treatments are expected.
Second: low miRNA:mRNA target interaction which is considered as an important mechanism to fine tune gene
expression®. Additionally, there might also be a time lag between change in miRNA and target gene expression.
However, the exact reason behind the decoupling of miRNA:mRNA interaction under NaCl+ TU treatment need
further investigation. Thus, the results indicated different modes of miRNA mediated regulation through which
target gene expressions are regulated under stress conditions.

Identification of key gene(s) responsible for redox-mediated regulation of salt tolerance.  After
evaluating the expression profiles of target genes under different treatments, our next objective was to identify
key gene(s) which is controlled through miRNA and associated with redox mediated regulation of salt tolerance.
To achieve this, initially the expression difference between NaCl 4 TU and TU was computed and target genes
were ranked according to order from highest-to-lowest, independently in root (Supplementary Table 10) and
shoot (Supplementary Table 11). Later on, using 2 fold cut-off, we identified top-ranked genes showing maxi-
mum difference in expression between NaCl and NaCl 4 TU treatment. Using this approach, we identified CBL10
and BRX4 in root and PHOI and BRX4 in shoot as “key genes” whose differential expression might maximally
contribute towards the ameliorative phenotype observed under NaCl+ TU treatment. Except PHOI, remaining
three targets were regulated through novel miRNA identified in the present study. CBL10 is involved in Na*
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reallocation and regulation of ionic homeostasis in plants®. Significantly higher expression of CBL10 in roots
could relate to the increased Na* content observed in NaCl+ TU treated shoots as compared with that of NaCl
(Fig. 2C). PHOLI is a phosphate exporter and phol mutant show all the symptoms of phosphate deficiency includ-
ing reduced shoot growth®. BRX4 is a member of Brevis-radix family, considered as one of the important gene
family for maintaining root growth and overall plant fitness under stress condition®*’. Upregulated expression
of BRX4 and CBL10 in root was limited to NaCl + TU while, these genes remain downregulated in TU alone
treatment (Supplementary Table 10), suggesting their regulation through both redox and salt stress dependent
manner. Since, redox state is one of the “core” regulators of signaling under stress'>'¢, the identified targets will
have biotechnological relevance for improving salt tolerance in crop plants. Additionally, the expression of these
genes was inversely correlated with corresponding miRNA expression in both root (CBL10:bra-mirX5, r=—0.91
and BRX4:bra-mirX4, r = —0.88) and shoot (PHOI: bra-miR396-3p, r = —0.27 and BRX4:bra-mirX4, r= —0.45)
which suggested that miRNA mediated regulation is one of the major mechanisms to modulate their expression
level. Thus, the genetic manipulation of these key genes could also be attempted by changing the level of corre-
sponding miRNAs.

Improved plant phenotype under NaCl +TU is co-ordinated through hormonal regulations.
Hormones are known to play critical role in shaping up plant phenotype under different developmental and
stress conditions. Since, hormones are demonstrated to have crosstalk with cellular redox state®>%%; a distinct
and differential response of hormones under NaCl and NaCl + TU treatment is expected. Further, out of three
key genes identified for redox-mediated regulation of salt tolerance, two of them such as BRX4 and PHOI are
known to integrate responses related to multiple plant hormones including auxin® and ABA%. Thus, to under-
pin redox-hormone crosstalk, and to provide biochemical basis for the conclusion drawn from miRNA/target
expression profiling, we measured the levels of hormones such as ABA, auxin and jasmonic acid under different
treatment conditions.

At 4h, ABA level was increased in NaCl and NaCl + TU; however, the observed changes in root and shoot
were differential. In NaCl+ TU, ABA increased and decreased by 1.37- and 0.72-fold in root and shoot, respec-
tively, as compared with NaCl treatment (Fig. 4A,B). ABA is an important stress hormone and its induction is
linked with plant’s ability to mediate salt tolerance”. Short-term ABA data support this as whole plant ABA level
was increased by 1.13-fold in NaCl+ TU as compared with NaCl treatment (Fig. 4C). It also signifies that their
relative distribution in root and shoot is important for the activation of salt tolerance. For instance, TU supple-
mentation kept ABA higher in root which can facilitate better NaCl perception and defence activation. This is
supported from the fact that salt-tolerant cultivars of maize accumulate higher ABA in root as compared with
salt-sensitive cultivar”'. Lower ABA in NaCl-treated root might be due to its increased root-to-shoot translocation
for regulating stomata movement which help to conserve plant water status’. Since, TU has been shown positive
to regulate plant-water homeostasis?, the extent of such translocation is expected to be lower in NaCl+ TU and
hence, ABA will be increased in root. Upon 24 h NaCl exposure, whole plant ABA in NaCl was 4-fold higher than
NaCl+ TU (Fig. 4C) with the major accumulation seen in shoot (Fig. 4B). In NaCl and NaCl + TU treated shoot,
ABA level was increased by 11.8- and 2.2-fold, respectively as compared with control (Fig. 4B). Significantly
lower ABA in NaCl+ TU at long-term clearly signifies TU potential towards NaCl stress amelioration. Previously,
ABA has been used as an indicator to check ameliorating potential of salt-priming towards air-drying stress’.
ABA response was also differential in TU alone treatment. In general, ABA was increased in root while in shoot,
although no change was detected at 4 h, it was significantly decreased by 0.4-fold at 24 h, as compared with control
(Fig. 4). The change in ABA could be attributed to TU mediated modulation of ABA biosynthesis/catabolism
related genes demonstrated earlier?. Thus, during TU pre-treatment stage, plants maintained higher ABA in
roots which help them to respond better during salt stress exposure. Further, in shoot, the processes to lower
down ABA were presumably accelerated which avoids the build-up of ABA during long-term stress exposure.

Auxins like TAA (active) and IBA (stored form) have been shown to play important roles in salt tolerance.
The NaCl stress mediated increase in ROS level has been demonstrated to reduce IAA which finally reduces the
root growth’. Similar to this, we also observed 0.7-fold decrease in IAA in NaCl treated roots, as compared with
control (Fig. 5A). In contrast, NaCl 4 TU treated roots maintained 1.35-fold higher IAA level which could explain
its better root growth phenotype (Fig. 1). Further, IAA level in shoot was also differential with the higher extent
of decrease observed in NaCl+ TU as compared with NaCl. This suggested that TU accelerated the directional
movement of IAA from shoot-to-root to maintain higher level of IAA in root. Additionally, we also detected IBA
in roots and its level was significantly decreased by 0.59-fold in NaCl+ TU as compared with NaCl (Fig. 5B). This
suggested that IBA-to-IAA conversion was also enhanced to support higher IAA level in roots. Since, this conver-
sion takes place in peroxisomes which is the major site for ROS production inside the cell’”®; therefore, the mod-
ulation of IBA-to IAA conversion rate is expected in response to TU treatment. This was supported by 0.48-fold
decrease in IBA level with the simultaneous 1.5-fold increase in IAA level in TU alone treatment (Fig. 5A). Thus,
TU priming can activate auxin metabolism to ensure higher IAA level in root.

The jasmonates (jasmonic acid, JA-the active form; and methyl jasmonates, M]-the storage form) are another
class of hormones which regulate salt tolerance through crosstalk with other plant hormones®. In roots, both
M]J and JA were increased under all the treatments; with the maximum JA level being observed in NaCl+ TU
treated root (Fig. 5C,D). In shoot, JA level was increased by 2- and 1.58-fold in NaCl + TU and TU treatment,
respectively; while, in NaCl, it was decreased by 0.74-fold, as compared with control (Fig. 5C). Since, JA has been
demonstrated to prioritize defence over growth’s; the higher accumulation of JA will help in activating defence
against salt stress. This is supported by the fact that exogenous JA can activate tolerance in salt-sensitive cell lines
of grapes®!. The specific induction of JA in NaCl+ TU could also be explained as antagonistic responses between
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Figure 4. ABA quantification in B. juncea seedlings under different treatments. The 15 d old hydroponically
grown seedlings were given different treatments such as control (1/2MS), NaCl (125 mM), NaCl (125 mM)
+TU (75 pM) and TU (75 uM) and ABA was quantified at 4 and 24 h after treatment independently in root

(A) and shoot (B). The whole plants ABA represent the sum of root and shoot (C). For NaCl+TU and TU
alone treatments, 24 h pre-treatment with same concentration of TU was also given. The data represents the
mean =+ SE of three biological replicates. Different letters on bar graph have been put on the basis of LSD value
derived from SPSS software (DMRT, P < 0.05). Small and capital case letter is used for 4 and 24 h, respectively.
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Figure 5. Auxin and jasmonate quantification in B. juncea seedlings under different treatments. The 15 d
old hydroponically grown seedlings were given different treatments such as control (1/2 MS), NaCl (125 mM),
NaCl (125 mM) 4+ TU (75 pM) and TU (75 uM) and at 24 h after treatment, different hormones such as IAA
(A), IBA (B), JA (C) and methyl jasmonate (D) were quantified in root and shoot. For NaCl+TU and TU
alone treatments, 24 h pre-treatment with same concentration of TU was also given. The data represents the
mean + SE of three biological replicates. Different letters on bar graph have been put on the basis of LSD value
derived from SPSS software (DMRT, P < 0.05). The representative HLC profile showing the separation and
retention time of both the standards are given as Supplementary Figure 4 (for IAA and IBA) and 5 (for JA and
M]). Small and capital case letter is used for root and shoot, respectively. ND stands for not-detectable.
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ABA and JA”’. Since, both NaCl+ TU and TU maintained lower ABA level, therefore, JA induction could takes
place; on the contrary, NaCl treatment had higher ABA, which probably did not support JA induction.

Thus, the overall hormone data suggested that TU primed the seedling through redox-homeostasis which
help them to temporally regulate their ABA level during short- and long-term stress exposure which might have
facilitated the activation of JA mediated defence. Further, auxin level also increased which avoids NaCl induced
toxicity on root growth.

Redox, miRNA and hormone based regulatory module: linear or bifurcative?  After identifying
key miRNAs and target genes and evaluating the role of different hormones under the context of salt tolerance,
our next objective was to understand the kind of inter-relationship exists between redox regulated miRNAs and
hormones. Two different types of model can be proposed in this regard: redox-miRNA-hormone based linear
model or redox-miRNA & redox-hormone based bifurcative model. To test these possibilities, we first performed
gene set enrichment analysis using miRNA targets, independently for root (Supplementary Table 12) and shoot
(Supplementary Table 13). No functional category directly related to hormone biosynthesis or catabolism was
found to be enriched which suggested that changes in hormone levels are more or less independent to miRNA
or target gene expression. However, DNA or nucleic acid binding functions were found to be enriched under
molecular function category which indicated extensive transcriptional reprogramming during early hours of
stress which might have an indirect effect on hormone level and vice versa. For example, in our case we identified
BRX4 as one of the key targets for redox mediated regulation of salt tolerance. BRX regulates quantitative aspects
of root growth in auxin concentration dependent manner®. We observed an opposite expression pattern of BRX4
in root and shoot under different treatments (Supplementary Tables 10 and 11), which exactly coincides with
corresponding IAA levels. This was evident with strong positive correlation observed between BRX4 expres-
sion and TAA levels in root (r =0.51) and shoot (r =0.80). This suggested the possibility of miRNAs-hormones
crosstalk which has been well-demonstrated under multiple plant processes including root development and
stress response’®; however, in most of the cases, miRNAs function has been demonstrated to modulate down-
stream signaling and not hormone level. On the contrary, redox state has been shown to have more direct
relationship with hormone metabolism including that of ABA, JA and auxins®. Thus, it strongly appears that
redox-miRNA-hormone inter-relationship is not linear; but, both miRNA and hormones are linked through a
common point of redox state which acts as core regulator of signaling. Upon redox state fluctuation, parallel pro-
cessing is initiated which changes miRNA expression as well as hormone level and they together shape the plant
phenotype according to the altered condition.

Conclusion

In conclusion, present study utilized the exogenous application of TU, a non-physiological thiol and ROS scav-
enger, to develop redox regulated miRNA and hormone based regulatory module operative under NaCl stress
condition (Fig. 6). The supplementation of TU modulates post-transcriptional gene regulation to enhance the
expression of salt tolerance related genes. This is mediated either through down-regulation of miRNA expression
or via one of the possible mechanisms of decoupling miRNA:mRNA inverse relationship. Simultaneous to this,
levels of different hormones were co-ordinated to maximize TU mediated ameliorative effect. ABA level was
regulated temporally which facilitated the induction of jasmonate to prioritize defense over growth in NaCl+TU
treatment. This was supported from higher level of auxin which reduced the toxicity on root growth. The overall
effect was reflected in the form of improved growth phenotype. Thus, the study highlights the significance of
redox homeostasis, as one of the “core” regulators, for mediating miRNA and hormone based regulation through
a bifurcative mechanism. Additionally, the mechanistic basis for salt-ameliorating action of TU has also been
provided which ensures wider adoptability of TU-based formulations for imparting crop resilience to salt stress
under farmer’s field condition.

Materials and Method
Plant material, growth condition and stress treatments. The entire study was performed on Indian
mustard (Brassica juncea var. TPM1). Equi-sized seeds were surface sterilized with 30% ethanol for 3 min and
then washed thoroughly to remove traces of ethanol. The sterilized seeds were soaked in distilled water for 6h and
then uniformly spread on petri plate having wet cotton bed covered with Whatman filter paper No. 3. Following
22-24h of incubation under dark, seeds were planted on a customized circular thermocol disc having 18 equally
spaced holes to hold seedlings. The bottom of the disc was tightly covered with 2 pieces of net with a very thin
layer of absorbent cotton in between. From the top of disc, 0.4% agarose was filled in each hole to avoid any
drying of the seedlings. The germinated seeds were planted on these discs and then were floated in 1L beaker
containing 800 ml of medium, covered with black paper till 800 ml mark to avoid any hindrance in root growth
due to light. The hydroponic set-up was shifted in growth chamber (Sanyo, Japan) having a daily cycle of a 14h
photoperiod with a light intensity of 150 pE m~2s~!, day/night temperature of 25/22°C and relative humidity of
65-75%. The constant ratio between plant number and medium volume was maintained throughout the study.
To observe the ameliorative potential of TU under NaCl stress, post-germination phenotyping was performed.
During the entire course of phenotyping, a total of four hydroponics sets having three independent biological rep-
licates in each set were grown under control condition for 10 d and were subsequently subjected to different treat-
ments such as control (1/2 MS), NaCl (150 mM), NaCl (150 mM) + TU (75 pM) and TU (75uM). At every alternate
day, the level of medium was maintained with respective solution. Differential phenotypes were recorded at 7d
post treatment in terms of survival efficiency. In order to obtain leaf phenotype, NaCl concentration was reduced
to 125mM and phenotype was recorded at 10 d post treatment in terms of fresh weight per seedling and leaf
area. For small RNA sequencing and real-time PCR, seedlings grown under control condition for 15 d and then
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Figure 6. Redox, miRNA and hormone based bifurcative model in B. juncea. The redox-state acts as a
central point to regulate both miRNA and hormone levels through a bifurcative mechanisms. Owing to its
scavenging action, TU supplementation helps in reducing ROS levels in seedling under NaCl treatment. This
alters miRNA mediated post-transcriptional regulation by two ways. Firstly, miRNAs expressions were down-
regulated and secondly, miRNA:mRNA interaction gets deregulated. As a parallel mechanism, redox balancing
helps in activating different hormones in a co-ordianted manner, which maximizes the positive impact of TU
supplementation. The ABA level was regulated temporally which facilitated the induction of jasmonate to
prioritize defence over growth in NaCl+ TU treatment. In contrast, ABA level was consistently high under
NaCl and hence, jasmonate increase was not seen. The auxin level was also higher in NaCl+ TU than NaCl
which supports root growth. The cumulative impact of miRNA and hormone mediated changes were reflected
in terms of improved plant growth under NaCl+ TU as compared with NaCl treatment.

were subjected to different treatments such as control (1/2MS), NaCl (125mM), NaCl (125 mM) + TU (75 uM)
and TU (75 pM). At 4h post treatment, root and shoot were harvested separately, snap chilled in liquid N, and
stored at —80°C. The estimation of different hormones and cations like sodium and potassium were performed at
24h after treatment; expect for ABA which was estimated at both 4 and 24 h after treatment. DAB based staining
was performed at 4 h after treatment. For NaCl+ TU and TU alone treatments, 24 h pre-treatment with same
concentration of TU was also given.

Measurement of leaf area. The fully expanded first secondary leaves from each treatment were mounted
on a transparency slide with 50% glycerol and then scanned using HP Scanjet G4010 flatbed scanner with a reso-
lution of 300 dpi. Leaf area was calculated using LAMINA ver. 1.0.27°. The threshold was set to greedy search and
all the check marks were set uncheck with rest default settings.

DCFDA based histochemical imaging, RNA isolation. DCFDA based staining was performed as per
the method described previously?. The total RNA was extracted using mirVANA kit (AM 1560; as per manu-
facturer’s instruction). RNA quality was assessed in terms of 260/280 and 260/230 ratios and intactness of rRNA
bands on 1.2% denaturing agarose gel. The bioanalyzer profile was also generated and RIN number more than 8
was considered as good quality RNA for sequencing.

Small RNA sequencing and data analysis. The entire workflow for isolating small RNA, making bar-
coded library and sequencing was performed on SOLiD platform ver 4.0 as per manufacturer’s instructions
(Applied Biosystems). Raw de-condensed sequencing reads obtained from SOLiD sequencing platform were
processed for adapter cleaning using primitive 3’-adapter cleaning with an alignment of minimum 8 bp adapter.
The trimmed reads were filtered off for contamination from other nc-RNAs by aligning them against other ncR-
NAs, such as RFAM available from ftp://ftp.sanger.ac.uk/pub/databases/Rfam/10.1/, non-coding repeat library
REPBASE available from http://www.girinst.org/repbase/update/index.html and genome predicted tRNA avail-
able from http://lowelab.ucsc.edu/tRNAscan-SE/. Comparative synteny analysis between Brassica lineage reveals
the conserved linkage arrangements and collinear chromosome segments between B. rapa and A. thaliana,
which diverged from a common ancestor approximately 13-17 million years ago®. Considering this relation-
ship and since B. juncea (2n =36, AABB) is an allotetraploid derived from interspecific hybridization between
B. rapa (2n =20, AA) and B. nigra (2n= 16, BB) followed by spontaneous chromosome doubling, we applied
cross-species mapping approach for the identification of novel miRNAs. Following filtering, mapped reads were
analyzed for the identification of miRNAs using two independent methods by comparative cross-mapping of
reads to Brassica rapa Chiifu-401 v1.2 assembly available from Phytozome (http://www.phytozome.net) using
bowtie and Shortstacks®! and using sSRNAtoolbox®. For both novel and conserved miRNAs, 20-24 nt length
threshold were kept. Subsequently, all putative hairpins and identified microRNAs were analyzed for structural
analysis using RNAFold. In addition, read clustering approach®® was also implemented for the identification of
the novel miRNAs. We clustered the reads mapping to identical positions and define those as “read clusters” in the
following way: (i) reads were sorted by read count (read frequency); (ii) most frequent read was assigned to first
read cluster (the coordinates of the read cluster are given by the coordinates of the most frequent read); (iii) for

SCIENTIFIC REPORTS | 7:45490 | DOI: 10.1038/srep45490 10


ftp://ftp.sanger.ac.uk/pub/databases/Rfam/10.1/
http://www.girinst.org/repbase/update/index.html
http://lowelab.ucsc.edu/tRNAscan-SE/
http://www.phytozome.net

www.nature.com/scientificreports/

Targets for differentially induced conserved miRNA in root and shoot

bra-miR158-3p 2.5 Brara.I01252.1 | PPR repeat containing protein

bra-miR161-5p 1.5 c127222_gl_il PPR repeat-containing protein

bra-miR171e 0 TCONS_00042811 Scarecrow-like protein 6

bra-miR390-3p 3 Brara H02653.1 | yRCtOLAR PROTEIN SORTING-ASSOCIATED
bra-miR403-3p 2 Brara.105028.1 | YqaJ-like viral recombinase domain (YqaJ)
bra-miR824 05 Brara.K00360.1 ﬁgﬁgggS—LIKE MADS-BOX PROTEIN AGL17-
bra-miR157a 1 Brara.F03810.1 f&glg&(ﬂ)[%]\)PROMOTER—BINDING-LIKE PROTEIN
bra-miR164a 1 TCONS_00044570 NAC domain-containing protein 21/22
bra-miR172¢-3p 0.5 TCONS_00050888 AP2-like transcriptional factor

bra-miR395-3p 1.5 c70764_g5_il ATP sulfurylase

bra-miR168b-5p 3 Brara.E01925.1 15&:%1};[?51(: TRANSLATION INITIATION
bra-miR171a 1 TCONS_00056693 Scarecrow-like protein 15

bra-miR172d-3p 1 TCONS_00012951 AP2-like ethylene-responsive transcription factor TOE2
bra-miR390-5p 2 2i|674884630|emb|CDY47879.1] Serine-type endopeptidase activity

bra-miR396b-5p 2 TCONS_00046314 Growth-regulating factor 1

bra-miR5654a 25 Brara.I05094.1 | PPR repeat family protein

bra-miR1140 2.5 Brara.104295.1 | Pectate lyase superfamily protein

bra-miR172b-5p 3 Brara.G00265.1 ilﬁ%idil’l\fgéd-ACTIVATED MALATE TRANSPORTER
bra-miR1885b 0 TCONS_00055693 UDP-arabinose 4-epimerase

bra-miR319-5p 2 TCONS_ 00058075 gii?iz:lnosensitive ion channel domain-containing
bra-miR395-5p 1.5 2i|656686826|gb| GBEQ01070429.1 ATP sulfurylase

bra-miR158-5p 3 Brara.C04365.1 | Arabidopsis protein of unknown function (DUF241)
bra-miR161-3p 2 TCONS_00015119 Pentatricopeptide repeat-containing protein
bra-miR391-3p 2 TCONS_00063918 Pentatricopeptide repeat-containing protein
bra-miR396-3p 2.5 Brara.102082.1 gigiil%égE TRANSPORTER PHO1 HOMOLOG
bra-miR9555a-3p 3 Brara.B01903.1 | Leucine-rich repeat transmembrane protein kinase
bra-miR164a 1 TCONS_00044570 NAC domain-containing protein 21/22
bra-miR395a-3p 1.5 c70764_g5_il ATP sulfurylase

bra-miR403-5p 2.5 Brara.103870.1 Plant protein of unknown function (DUF827)
bra-miR5725 2 c68837_g4_il2 Kinase family protein

bra-miR172d-5p 3 Brara.D00057.1 | Beta glucosidase 10

bra-miR160a-5p 0.5 €69810_gl_i2 Auxin response factor 17-2

bra-miR161-3p 2 TCONS_00015119 Pentatricopeptide repeat-containing protein
bra-miR5712 1.5 TCONS_00068909 cDREB

bra-miR9563a-5p 2 c60087_g2_i2 Calmodulin-domain protein kinase CDPK isoform 2
Targets for differentially induced novel miRNA in root and shoot

bra-miRX1 2 Brara.H03095.1 | Fzo-like

bra-miRX2 1.5 Brara.D02054.1 | Pho2

bra-miRX3 2 Brara.G00856.1 | Galactose Oxidase

bra-miRX4 1.5 Brara.B00890.1 | Brevis Radix-4

bra-miRX5 1.5 Brara.K00675.1 | CBL-10

Table 1. Target gene prediction of conserved and novel miRNAs showing differential expression in
root and shoot. The target genes for differentially induced conserved or novel miRNAs were predicted using
transcriptome assembly of Brassica juncea or Brassica rapa genome (refer methodology for details regarding
target prediction). The transcript sequences of all these targets used for primer designing are mentioned in
Supplementary information-1.

all other reads, we checked if the read lay within a window defined by ClusterStart -3’ nt and ClusterEnd + 5 nt
on the same strand (flanking were added in order to assign all isomiRs to the same read cluster); (iv) if the read
belonged to an existing cluster, associated read information (sequence and the read count) was added to the clus-
ter; and (v) if the read did not belong to an existing cluster, a new cluster was opened. After clustering all reads, we
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extracted pairs of read clusters with distances of less than 150 nt between each other, because for bona fide miR-
NAs there should be two read clusters corresponding to two arms processed from pre-miRNA sequence. For the
identification of differentially expressed miRNAs, firstly, redundant miRNAs identified from two approaches were
checked for redundancies and a non-redundant set of the miRNAs having the corresponding precursor miRNAs
was obtained for expression profiling. Following, each library was mapped individually to non-redundant set
of miRNAs and the read counts obtained were used for the identification of differentially expressed genes using
EdgeR®, DESeq2% available from Bioconductor (http://www.bioconductor.org). Based on FDR- and p-value,
miRNAs exhibiting minimum 1-fold change with a significant p-value < 0.05 over control were considered as
significantly up- or down-regulated.

Identification of putative targets for conserved and novel miRNAs. For the entire set of differ-
entially expressed miRNAs, putative targets were predicted using two approaches: 1. Previously published tran-
scriptome of Brassica juncea [GSE6242%; GBEQO1%” and GSE73201%] and 2. In case of no targets identified in
Brassica juncea, targets were identified using Brassica rapa as a reference genome. The psRNATarget with settings:
Maximum expectation: 2.0, length for complementarity scoring (hspsize): 20, number of top target genes for
each small RNA: 200, Target accessibility - allowed maximum energy to unpair the target site (UPE): 25, flanking
length around target site for target accessibility analysis: 17 bp in upstream/13 bp in downstream, range of central
mismatch leading to translational inhibition: 9-11 nt were used for target prediction. The target gene details are
mentioned in Table. 1. To identify enriched GO categories, we primarily looked for the GO enrichment in case of
targets in Brassica juncea, however due to the poor annotation of the assembled transcripts, no significant enrich-
ment was seen. Then after, we did a target prediction of all differentially expressed miRNAs against Brassica rapa,
taking into account the close genome synteny and gene order in Brassica species, and putative GO as per anno-
tations were looked for enrichment using Fischer- exact test followed by Boneferroni correction with a p-value
threshold of 0.05 (Supplementary Tables 12 and 13).

Stem-loop and Quantitative real-time PCR for expression profiling of miRNAs their targets.
Stem-loop PCR was performed as per protocol described previously®. The isolation of RNA and quantitative
real-time PCR was performed as described previously?®. Details of the transcript sequence used for designing
primers can be found as Supplementary Information-1. Details of the primers used for novel miRNA stem-loop
PCR and conserved and novel miRNA target can be found as Supplementary Tables 14 and 15, respectively.

Quantification of cations and plant hormones. The sample preparation and estimation of cations were
done as per protocol described previously®®. For ABA estimation, samples (~200 mg fresh weight) were dissolved
in MilliQ water (1:20 w/v) and then kept under shaking condition at 4 °C overnight. The content was centrifuged
at 8500 g at 4°C for 15min and supernatant was used for ABA estimation using ABA detection kit (Agdia; PDK
09347), as per manufacturer’s protocol. For auxin and jasmonate, the extraction and analysis were performed as
per the protocol described previously by®'. The representative HPLC peak profile for auxin and jasmonic stand-
ards can be find as Supplementary Figures 4 and 5, respectively.

Statistical analysis and sequencing data deposition. The entire experiment was carried out in a
completely randomized design and repeated at least twice to check reproducibility. One-way analysis of vari-
ance (ANOVA) was done on all the data to confirm the variability. Duncan’s multiple range test (DMRT) was
performed to determine the significant difference between treatments using statistical software SPSS 17.0.
Sequencing reads corresponding to this study are available from EBI SRA under the project number PRJEB9362.

References

1. Wang, W,, Vinocur, B. & Altman, A. Plant responses to drought, salinity and extreme temperatures: towards genetic engineering for
stress tolerance. Planta 218, 1-14, doi: 10.1007/s00425-003-1105-5 (2003).

2. Godfray, H. C. et al. Food security: the challenge of feeding 9 billion people. Science 327, 812-818, doi: 10.1126/science.1185383
(2010).

3. Tilman, D., Balzer, C., Hill, . & Befort, B. L. Global food demand and the sustainable intensification of agriculture. Proc Natl Acad
Sci US A 108, 20260-20264, doi: 10.1073/pnas.1116437108 (2011).

4. Cabot, C,, Sibole, J. V., Barcelo, J. & Poschenrieder, C. Lessons from crop plants struggling with salinity. Plant Sci 226, 2-13, doi:
10.1016/j.plantsci.2014.04.013 (2014).

5. Roy, S. J., Negrao, S. & Tester, M. Salt resistant crop plants. Curr Opin Biotechnol 26, 115-124, doi: 10.1016/j.copbio.2013.12.004
(2014).

6. Cabello, J. V., Lodeyro, A. F. & Zurbriggen, M. D. Novel perspectives for the engineering of abiotic stress tolerance in plants. Curr
Opin Biotechnol 26, 62-70, doi: 10.1016/j.copbio.2013.09.011 (2014).

7. Julkowska, M. M. & Testerink, C. Tuning plant signaling and growth to survive salt. Trends Plant Sci 20, 586-594, doi: 10.1016/].
tplants.2015.06.008 (2015).

8. Shabala, S., Wu, H. & Bose, J. Salt stress sensing and early signalling events in plant roots: Current knowledge and hypothesis. Plant
Sci 241, 109-119, doi: 10.1016/j.plantsci.2015.10.003 (2015).

9. Antoniou, C., Savvides, A., Christou, A. & Fotopoulos, V. Unravelling chemical priming machinery in plants: the role of reactive
oxygen-nitrogen-sulfur species in abiotic stress tolerance enhancement. Curr Opin Plant Biol 33, 101-107, doi: 10.1016/j.
pbi.2016.06.020 (2016).

10. Savvides, A., Ali, S., Tester, M. & Fotopoulos, V. Chemical Priming of Plants Against Multiple Abiotic Stresses: Mission Possible?
Trends Plant Sci 21, 329-340, doi: 10.1016/j.tplants.2015.11.003 (2016).

11. Hu, S. & Lubberstedt, T. Getting the ‘MOST’ out of crop improvement. Trends Plant Sci 20, 372-379, doi: 10.1016/j.
tplants.2015.03.002 (2015).

12. Balmer, A., Pastor, V., Gamir, J., Flors, V. & Mauch-Mani, B. The ‘prime-ome’: towards a holistic approach to priming. Trends Plant
Sci 20, 443-452, doi: 10.1016/j.tplants.2015.04.002 (2015).

13. Srivastava, A., Pasala, R., Minhas, P. & Suprasanna, P. Plant Bioregulators for Sustainable Agriculture: Integrating Redox Signaling
as a Possible Unifying Mechanism. Advances in Agronomy 137, 237-278 (2016).

SCIENTIFIC REPORTS | 7:45490 | DOI: 10.1038/srep45490 12


http://www.bioconductor.org

www.nature.com/scientificreports/

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.

39.

40.

41.

42,

43.

44.

45.

46.

47.

48.

49.

50.

51.

Konig, J., Muthuramalingam, M. & Dietz, K. J. Mechanisms and dynamics in the thiol/disulfide redox regulatory network:
transmitters, sensors and targets. Curr Opin Plant Biol 15, 261-268, doi: 10.1016/j.pbi.2011.12.002 (2012).

Steinhorst, L. & Kudla, J. Calcium and reactive oxygen species rule the waves of signaling. Plant Physiol 163, 471-485, doi: 10.1104/
pp.113.222950 (2013).

Gilroy, S. et al. A tidal wave of signals: calcium and ROS at the forefront of rapid systemic signaling. Trends Plant Sci 19, 623630,
doi: 10.1016/j.tplants.2014.06.013 (2014).

Geigenberger, P. & Fernie, A. R. Metabolic control of redox and redox control of metabolism in plants. Antioxid Redox Signal 21,
1389-1421, doi: 10.1089/ars.2014.6018 (2014).

Hernandez, L. E. et al. Contribution of glutathione to the control of cellular redox homeostasis under toxic metal and metalloid
stress. ] Exp Bot 66, 2901-2911, doi: 10.1093/jxb/erv063 (2015).

Rouhier, N., Cerveau, D., Couturier, J., Reichheld, J. P. & Rey, P. Involvement of thiol-based mechanisms in plant development.
Biochim Biophys Acta 1850, 1479-1496, doi: 10.1016/j.bbagen.2015.01.023 (2015).

Kelner, M., Bagnell, R. & Welch, K. Thioureas react with superoxide radicals to yield a sulthydryl compound. Explanation for
protective effect against paraquat. Journal of Biological Chemistry 265, 1306-1311 (1990).

Gao, Q, Wang, G., Sun, Y. & Epstein, I. R. Simultaneous tracking of sulfur species in the oxidation of thiourea by hydrogen peroxide.
J Phys Chem A 112, 5771-5773, doi: 10.1021/jp8003932 (2008).

Srivastava, A. K. et al. Evidence for thiol-induced enhanced in situ translocation of 14 C-sucrose from source to sink in Brassica
juncea. Environmental and experimental botany 64, 250-255 (2008).

Pandey, M., Srivastava, A. K., D’Souza, S. F. & Penna, S. Thiourea, a ROS scavenger, regulates source-to-sink relationship to enhance
crop yield and oil content in Brassica juncea (L.). PLoS One 8, 73921, doi: 10.1371/journal.pone.0073921 (2013).

Srivastava, A. K., Ramaswamy, N. K., Mukopadhyaya, R., Jincy, M. G. & D’Souza, S. E Thiourea modulates the expression and
activity profile of mtATPase under salinity stress in seeds of Brassica juncea. Ann Bot 103, 403410, doi: 10.1093/a0b/mcn229
(2009).

Srivastava, A. K., Ramaswamy, N. K., Suprasanna, P. & D’Souza, S. F. Genome-wide analysis of thiourea-modulated salinity stress-
responsive transcripts in seeds of Brassica juncea: identification of signalling and effector components of stress tolerance. Ann Bot
106, 663-674, doi: 10.1093/a0b/mcq163 (2010).

Srivastava, A., Suprasanna, P, Srivastava, S. & D’Souza, S. Thiourea mediated regulation in the expression profile of aquaporins and
its impact on water homeostasis under salinity stress in Brassica juncea roots. Plant science 178, 517-522 (2010).

Srivastava, A. K., Srivastava, S., Penna, S. & D’Souza, S. F. Thiourea orchestrates regulation of redox state and antioxidant responses
to reduce the NaCl-induced oxidative damage in Indian mustard (Brassica juncea (L.) Czern.). Plant Physiol Biochem 49, 676-686,
doi: 10.1016/j.plaphy.2011.02.016 (2011).

Srivastava, A. K., Srivastava, S., Mishra, S., D’Souza, S. F. & Suprasanna, P. Identification of redox-regulated components of arsenate
(As(V)) tolerance through thiourea supplementation in rice. Metallomics 6, 1718-1730, doi: 10.1039/c4mt00039k (2014).

Borges, F. & Martienssen, R. A. The expanding world of small RNAs in plants. Nat Rev Mol Cell Biol 16, 727-741, doi: 10.1038/
nrm4085 (2015).

Zhang, B. MicroRNA: a new target for improving plant tolerance to abiotic stress. ] Exp Bot 66, 1749-1761, doi: 10.1093/jxb/erv013
(2015).

Ismail, A., Riemann, M. & Nick, P. The jasmonate pathway mediates salt tolerance in grapevines. ] Exp Bot 63, 2127-2139, doi:
10.1093/jxb/err426 (2012).

Kazan, K. Auxin and the integration of environmental signals into plant root development. Ann Bot 112, 1655-1665, doi: 10.1093/
aob/mct229 (2013).

Golldack, D., Li, C., Mohan, H. & Probst, N. Tolerance to drought and salt stress in plants: Unraveling the signaling networks. Front
Plant Sci 5, 151, doi: 10.3389/fpls.2014.00151 (2014).

Kazan, K. Diverse roles of jasmonates and ethylene in abiotic stress tolerance. Trends Plant Sci 20, 219-229, doi: 10.1016/j.
tplants.2015.02.001 (2015).

Xia, X.-J. et al. Interplay between reactive oxygen species and hormones in the control of plant development and stress tolerance.
Journal of Experimental Botany 66, 2839-2856 (2015).

Warwick, S., Francis, A. & Al-Shehbaz, I. Brassicaceae: species checklist and database on CD-Rom. Plant Systematics and Evolution
259, 249-258 (2006).

Zhang, H. X., Hodson, J. N., Williams, J. P. & Blumwald, E. Engineering salt-tolerant Brassica plants: characterization of yield and
seed oil quality in transgenic plants with increased vacuolar sodium accumulation. Proc Natl Acad Sci USA 98, 12832-12836, doi:
10.1073/pnas.231476498 (2001).

Chakraborty, K., Sairam, R. K. & Bhattacharya, R. C. Differential expression of salt overly sensitive pathway genes determines
salinity stress tolerance in Brassica genotypes. Plant Physiol Biochem 51, 90-101, doi: 10.1016/j.plaphy.2011.10.001 (2012).

Aghaei, K. & Komatsu, S. Crop and medicinal plants proteomics in response to salt stress. Front Plant Sci 4, 8, doi: 10.3389/
fpls.2013.00008 (2013).

Jiang, K., Moe-Lange, J., Hennet, L. & Feldman, L. J. Salt Stress Affects the Redox Status of Arabidopsis Root Meristems. Front Plant
Sci 7, 81, doi: 10.3389/fpls.2016.00081 (2016).

Lu, D., Wang, T., Persson, S., Mueller-Roeber, B. & Schippers, J. H. Transcriptional control of ROS homeostasis by KUODA1
regulates cell expansion during leaf development. Nat Commun 5, 3767, doi: 10.1038/ncomms4767 (2014).

Stief, A. et al. Arabidopsis miR156 Regulates Tolerance to Recurring Environmental Stress through SPL Transcription Factors. Plant
Cell 26, 1792-1807, doi: 10.1105/tpc.114.123851 (2014).

Gupta, B. & Huang, B. Mechanism of salinity tolerance in plants: physiological, biochemical, and molecular characterization. Int ]
Genomics 2014, 701596, doi: 10.1155/2014/701596 (2014).

Wang, W. S. et al. Complex molecular mechanisms underlying seedling salt tolerance in rice revealed by comparative transcriptome
and metabolomic profiling. ] Exp Bot 67, 405-419, doi: 10.1093/jxb/erv476 (2016).

Shabala, S. N. & Lew, R. R. Turgor regulation in osmotically stressed Arabidopsis epidermal root cells. Direct support for the role of
inorganic ion uptake as revealed by concurrent flux and cell turgor measurements. Plant Physiol 129, 290-299, doi: 10.1104/
pp.020005 (2002).

Demidchik, V. et al. Stress-induced electrolyte leakage: the role of K*-permeable channels and involvement in programmed cell
death and metabolic adjustment. ] Exp Bot 65, 1259-1270, doi: 10.1093/jxb/eru004 (2014).

Carnavale Bottino, M. et al. High-throughput sequencing of small RNA transcriptome reveals salt stress regulated microRNAs in
sugarcane. PLoS One 8, €59423, doi: 10.1371/journal.pone.0059423 (2013).

Si, J., Zhou, T., Bo, W, Xu, F. & Wu, R. Genome-wide analysis of salt-responsive and novel microRNAs in Populus euphratica by
deep sequencing. BMC Genet 15 Suppl 1, S6, doi: 10.1186/1471-2156-15-5S1-S6 (2014).

Nagaharu, U. Genome analysis in Brassica with special reference to the experimental formation of B. napus and peculiar mode of
fertilization. Jpn ] Bot 7, 389-452 (1935).

Rausell, A., Kanhonou, R., Yenush, L., Serrano, R. & Ros, R. The translation initiation factor eIF1A is an important determinant in
the tolerance to NaCl stress in yeast and plants. Plant Journal 34, 257-267, doi: DOI 10.1046/j.1365-313X.2003.01719.x (2003).
Wang, L., Xu, C., Wang, C. & Wang, Y. Characterization of a eukaryotic translation initiation factor 5A homolog from Tamarix
androssowii involved in plant abiotic stress tolerance. BMC Plant Biol 12, 118, doi: 10.1186/1471-2229-12-118 (2012).

SCIENTIFIC REPORTS | 7:45490 | DOI: 10.1038/srep45490 13



www.nature.com/scientificreports/

52.

53.

54.

55.

56.

57.

58.

59.

60.

61.

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.

Omidbakhshfard, M. A., Proost, S., Fujikura, U. & Mueller-Roeber, B. Growth-Regulating Factors (GRFs): A Small Transcription
Factor Family with Important Functions in Plant Biology. Molecular Plant 8, 998-1010, doi: 10.1016/j.molp.2015.01.013 (2015).
Gao, H., Sage, T. L. & Osteryoung, K. W. FZL, an FZO-like protein in plants, is a determinant of thylakoid and chloroplast
morphology. Proc Natl Acad Sci USA 103, 6759-6764, doi: 10.1073/pnas.0507287103 (2006).

Shu, S., Guo, S. R, Sun, J. & Yuan, L. Y. Effects of salt stress on the structure and function of the photosynthetic apparatus in Cucumis
sativus and its protection by exogenous putrescine. Physiol Plant 146, 285-296, doi: 10.1111/j.1399-3054.2012.01623.x (2012).
Kim, B. G. et al. The calcium sensor CBL10 mediates salt tolerance by regulating ion homeostasis in Arabidopsis. Plant ] 52,
473-484, doi: 10.1111/j.1365-313X.2007.03249.x (2007).

Rodriguez-Villalon, A., Gujas, B., van Wijk, R., Munnik, T. & Hardtke, C. S. Primary root protophloem differentiation requires
balanced phosphatidylinositol-4,5-biphosphate levels and systemically affects root branching. Development 142, 1437-1446, doi:
10.1242/dev.118364 (2015).

Herrmann, J. ef al. Structure and mechanism of soybean ATP sulfurylase and the committed step in plant sulfur assimilation. ] Biol
Chem 289, 10919-10929, doi: 10.1074/jbc.M113.540401 (2014).

Leu, K. C., Hsieh, M. H., Wang, H. J., Hsieh, H. L. & Jauh, G. Y. Distinct role of Arabidopsis mitochondrial P-type pentatricopeptide
repeat protein-modulating editing protein, PPME, in nad1 RNA editing. RNA Biol 13, 593-604, doi: 10.1080/15476286.2016.1184384
(2016).

Hammani, K., Takenaka, M., Miranda, R. & Barkan, A. A PPR protein in the PLS subfamily stabilizes the 5’-end of processed rpl16
mRNAs in maize chloroplasts. Nucleic Acids Res 44, 4278-4288, doi: 10.1093/nar/gkw270 (2016).

Seeliger, I. et al. The AP2-type transcription factors DORNROSCHEN and DORNROSCHEN-LIKE promote G1/S transition. Mol
Genet Genomics, doi: 10.1007/s00438-016-1224-x (2016).

Hong, Y., Zhang, H., Huang, L., Li, D. & Song, F. Overexpression of a Stress-Responsive NAC Transcription Factor Gene ONAC022
Improves Drought and Salt Tolerance in Rice. Front Plant Sci 7, 4, doi: 10.3389/fpls.2016.00004 (2016).

. Beuchat, J. et al. BRX promotes Arabidopsis shoot growth. New Phytol 188, 23-29, doi: 10.1111/j.1469-8137.2010.03387.x (2010).
. Hamilton, E. S. et al. Mechanosensitive channel MSL8 regulates osmotic forces during pollen hydration and germination. Science

350, 438-441, doi: 10.1126/science.aac6014 (2015).

. Valinezhad Orang, A., Safaralizadeh, R. & Kazemzadeh-Bavili, M. Mechanisms of miRNA-Mediated Gene Regulation from

Common Downregulation to mRNA-Specific Upregulation. Int ] Genomics 2014, 970607, doi: 10.1155/2014/970607 (2014).

. Mukherji, S. et al. MicroRNAs can generate thresholds in target gene expression. Nature genetics 43, 854-859 (2011).
. Wege, S. et al. The EXS Domain of PHO1 Participates in the Response of Shoots to Phosphate Deficiency via a Root-to-Shoot Signal.

Plant Physiol 170, 385-400, doi: 10.1104/pp.15.00975 (2016).

Shindo, C., Bernasconi, G. & Hardtke, C. S. Intraspecific competition reveals conditional fitness effects of single gene polymorphism
at the Arabidopsis root growth regulator BRX. New Phytol 180, 71-80, doi: 10.1111/j.1469-8137.2008.02553.x (2008).

Bartoli, C. G., Casalongué, C. A., Simontacchi, M., Marquez-Garcia, B. & Foyer, C. H. Interactions between hormone and redox
signalling pathways in the control of growth and cross tolerance to stress. Environmental and Experimental Botany 94, 73-88 (2013).
Scacchi, E. et al. Dynamic, auxin-responsive plasma membrane-to-nucleus movement of Arabidopsis BRX. Development 136,
2059-2067, doi: 10.1242/dev.035444 (2009).

Tuteja, N. Abscisic Acid and abiotic stress signaling. Plant Signal Behav 2, 135-138 (2007).

Zorb, C., Geilfus, C. M., Muhling, K. H. & Ludwig-Muller, J. The influence of salt stress on ABA and auxin concentrations in two
maize cultivars differing in salt resistance. J Plant Physiol 170, 220-224, doi: 10.1016/j.jplph.2012.09.012 (2013).

Schmidt, R., Caldana, C., Mueller-Roeber, B. & Schippers, J. H. The contribution of SERF1 to root-to-shoot signaling during salinity
stress in rice. Plant Signal Behav 9, €27540 (2014).

Jia, W,, Wang, Y., Zhang, S. & Zhang, J. Salt-stress-induced ABA accumulation is more sensitively triggered in roots than in shoots.
J Exp Bot 53, 2201-2206 (2002).

Liu, W. et al. Salt stress reduces root meristem size by nitric oxide-mediated modulation of auxin accumulation and signaling in
Arabidopsis. Plant Physiol 168, 343-356, doi: 10.1104/pp.15.00030 (2015).

Spiess, G. M. & Zolman, B. K. In Peroxisomes and their Key Role in Cellular Signaling and Metabolism 257-281 (Springer, 2013).
Yang, D. L. et al. Plant hormone jasmonate prioritizes defense over growth by interfering with gibberellin signaling cascade. Proc
Natl Acad Sci USA 109, E1192-1200, doi: 10.1073/pnas.1201616109 (2012).

Moons, A., Prinsen, E., Bauw, G. & Van Montagu, M. Antagonistic effects of abscisic acid and jasmonates on salt stress-inducible
transcripts in rice roots. Plant Cell 9, 2243-2259, doi: 10.1105/tpc.9.12.2243 (1997).

Curaba, J., Singh, M. B. & Bhalla, P. L. miRNAs in the crosstalk between phytohormone signalling pathways. Journal of experimental
botany, eru002 (2014).

Bylesjo, M. et al. LAMINA: a tool for rapid quantification of leaf size and shape parameters. BMC Plant Biol 8, 82, doi: 10.1186/1471-
2229-8-82 (2008).

Mun, J. H. et al. Genome-wide comparative analysis of the Brassica rapa gene space reveals genome shrinkage and differential loss
of duplicated genes after whole genome triplication. Genome Biol 10, R111, doi: 10.1186/gb-2009-10-10-r111 (2009).

Axtell, M. J. ShortStack: comprehensive annotation and quantification of small RNA genes. RNA 19, 740-751, doi: 10.1261/
rna.035279.112 (2013).

Rueda, A. et al. sSRNAtoolbox: an integrated collection of small RNA research tools. Nucleic Acids Res 43, W467-473, doi: 10.1093/
nar/gkv555 (2015).

Hackenberg, M., Shi, B. ]., Gustafson, P. & Langridge, P. Characterization of phosphorus-regulated miR399 and miR827 and their
isomirs in barley under phosphorus-sufficient and phosphorus-deficient conditions. BMC Plant Biol 13, 214, doi: 10.1186/1471-
2229-13-214 (2013).

Robinson, M. D., McCarthy, D. J. & Smyth, G. K. edgeR: a Bioconductor package for differential expression analysis of digital gene
expression data. Bioinformatics 26, 139-140, doi: 10.1093/bioinformatics/btp616 (2010).

Love, M. L, Huber, W. & Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome
Biol 15, 550, doi: 10.1186/513059-014-0550-8 (2014).

Bhardwaj, A. R. et al. Global insights into high temperature and drought stress regulated genes by RNA-Seq in economically
important oilseed crop Brassica juncea. BMC Plant Biol 15, 9, doi: 10.1186/512870-014-0405-1 (2015).

Paritosh, K. et al. RNA-seq based SNPs for mapping in Brassica juncea (AABB): synteny analysis between the two constituent
genomes A (from B. rapa) and B (from B. nigra) shows highly divergent gene block arrangement and unique block fragmentation
patterns. BMC Genomics 15, 396, doi: 10.1186/1471-2164-15-396 (2014).

Sinha, S. et al. De novo transcriptome profiling of cold-stressed siliques during pod filling stages in Indian mustard (Brassica juncea
L.). Front Plant Sci 6, 932, doi: 10.3389/fpls.2015.00932 (2015).

Chen, C. et al. Real-time quantification of microRNAs by stem-loop RT-PCR. Nucleic Acids Res 33, €179, doi: 10.1093/nar/gnil78
(2005).

Shankar, A. et al. Whole genome transcriptome analysis of rice seedling reveals alterations in Ca** jon signaling and homeostasis in
response to Ca*" deficiency. Cell Calcium 55, 155-165, doi: 10.1016/j.ceca.2014.02.011 (2014).

Srivastava, S., Srivastava, A. K., Suprasanna, P. & D’Souza, S. E. Identification and profiling of arsenic stress-induced microRNAs in
Brassica juncea. ] Exp Bot 64, 303-315, doi: 10.1093/jxb/ers333 (2013).

SCIENTIFIC REPORTS | 7:45490 | DOI: 10.1038/srep45490 14



www.nature.com/scientificreports/

Acknowledgements

Senior author would like to acknowledge Dr. Gaurav Zinta (Shanghai Center for Plant Stress Biology, Shanghai)
for critical discussion while finalizing the manuscript and figure preparation and Prof. Sergey Shabala (University
of Tasmania, Australia) for his help in understanding the data on ion fluxes. The technical help from Mr. Bhaskar
Sharma while doing hormone measurements is also acknowledged.

Author Contributions

A K.S. conceived the original idea and performed experiments. G.S. conceived the bioinformatics analysis
and detection of the novel miRNAs, target predictions, G.O. analysis. M.H. contributed to data analysis, UD
co-ordinated with smallRNA sequencing. A.K.S. and G.S. interpreted the data and wrote the manuscript. PS
supervised and complemented the writing.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep

Competing Interests: The authors declare no competing financial interests.

How to cite this article: Srivastava, A. K. et al. Thiourea priming enhances salt tolerance through co-ordinated
regulation of microRNAs and hormones in Brassica juncea. Sci. Rep. 7, 45490; doi: 10.1038/srep45490 (2017).

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

This work is licensed under a Creative Commons Attribution 4.0 International License. The images

o or other third party material in this article are included in the article’s Creative Commons license,
unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license,
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this
license, visit http://creativecommons.org/licenses/by/4.0/

© The Author(s) 2017

SCIENTIFIC REPORTS | 7:45490 | DOI: 10.1038/srep45490 15


http://www.nature.com/srep
http://creativecommons.org/licenses/by/4.0/

	Thiourea priming enhances salt tolerance through co-ordinated regulation of microRNAs and hormones in Brassica juncea

	Results and Discussion

	TU improves plant growth phenotype under salt stress. 
	TU lowers ROS accumulation and improves ionic balance in plants. 
	TU mediated effect is regulated post-transcriptionally through miRNAs. 
	TU dependent activation of defence genes during early stage NaCl exposure in roots. 
	Activation of contrasting responses in NaCl and NaCl + TU treated shoots. 
	Deviation from miRNA mediated target gene repression. 
	Identification of key gene(s) responsible for redox-mediated regulation of salt tolerance. 
	Improved plant phenotype under NaCl + TU is co-ordinated through hormonal regulations. 
	Redox, miRNA and hormone based regulatory module: linear or bifurcative? 

	Conclusion

	Materials and Method

	Plant material, growth condition and stress treatments. 
	Measurement of leaf area. 
	DCFDA based histochemical imaging, RNA isolation. 
	Small RNA sequencing and data analysis. 
	Identification of putative targets for conserved and novel miRNAs. 
	Stem-loop and Quantitative real-time PCR for expression profiling of miRNAs their targets. 
	Quantification of cations and plant hormones. 
	Statistical analysis and sequencing data deposition. 

	Acknowledgements
	Author Contributions
	﻿Figure 1﻿﻿.﻿﻿ ﻿ Differential phenotype of B.
	﻿Figure 2﻿﻿.﻿﻿ ﻿ Differential accumulation of ROS and quantification of Na+ and K+ ions in B.
	﻿Figure 3﻿﻿.﻿﻿ ﻿ Distribution and differential expression of conserved/novel miRNAs and corresponding targets in B.
	﻿Figure 4﻿﻿.﻿﻿ ﻿ ABA quantification in B.
	﻿Figure 5﻿﻿.﻿﻿ ﻿ Auxin and jasmonate quantification in B.
	﻿Figure 6﻿﻿.﻿﻿ ﻿ Redox, miRNA and hormone based bifurcative model in B.
	﻿Table 1﻿﻿. ﻿  Target gene prediction of conserved and novel miRNAs showing differential expression in root and shoot.



 
    
       
          application/pdf
          
             
                Thiourea priming enhances salt tolerance through co-ordinated regulation of microRNAs and hormones in Brassica juncea
            
         
          
             
                srep ,  (2017). doi:10.1038/srep45490
            
         
          
             
                Ashish Kumar Srivastava
                Gaurav Sablok
                Michael Hackenberg
                Uday Deshpande
                Penna Suprasanna
            
         
          doi:10.1038/srep45490
          
             
                Nature Publishing Group
            
         
          
             
                © 2017 Nature Publishing Group
            
         
      
       
          
      
       
          © 2017 The Author(s)
          10.1038/srep45490
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep45490
            
         
      
       
          
          
          
             
                doi:10.1038/srep45490
            
         
          
             
                srep ,  (2017). doi:10.1038/srep45490
            
         
          
          
      
       
       
          True
      
   




