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Expression of miRNAs of Hevea brasiliensis under drought stress is altered in
clones with varying levels of drought tolerance
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MicroRNAs (miRNAs) in plant play critical role in regulating gene expression at the post-transcriptional level in a
number of biological processes including plant growth, development and defense responses against biotic and abiotic
stresses. Recent reports indicate the role of miRNAs in regulating genes associated with various metabolic as well as abiotic
stress responsive pathways in Hevea. The present study was initiated with an objective to identify drought responsive
miRNAs from Hevea and to elucidate their role in stress response/tolerance in four clones of Hevea with varying levels of
drought tolerance. miRNAs were isolated from leaves of Hevea and annotated after sequencing. The selected miRNAs were
quantified using real time PCR. Four of the miRNAs displayed definite pattern of expression. The miR164, miR167 and the
novel miRNA (HbmiRn_42) were down regulated in susceptible clones. HbmiRn_42 got upregulated in tolerant clones,
indicating its strong association with stress tolerance. On the contrary, miR482 was down regulated in tolerant clones, while
there was no change in its expression level in susceptible clones. This study throws light on stress responsive miRNAs of

Hevea and their regulation under drought conditions.
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Introduction

Hevea  brasiliensis  Mill.  Arg.  (Family:
Euphorbiaceae), the natural rubber tree, is the most
important source of natural rubber (NR). For reasons
of high yield, low impurities and convenience of
harvesting, Hevea accounts for over 99% of the
world’s natural rubber produced and consumed.
During recent years, the global consumption of NR
has been found steadily increasing; however, the
production does not increase proportionately to meet
the demand. To cope up with the increasing global
demand for NR, attempts are being made to extend
the cultivation to non-traditional areas, which are
known for its extreme climatic conditions. NR latex
production depends on the genetic make-up of
cultivated clones, environmental factors and
harvesting conditions'.

Under drought stress conditions, plants exhibit
altered expression of genes related to different
metabolic pathways associated with stress perception,
signal transduction and regulation and synthesis of a
number of compounds’. Our previous investigations
also indicate the existence of altered level of
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expression of drought specific genes in Hevea clones
with varying levels of drought tolerance™. However,
the regulation of gene expression is a complex
process, especially at the transcriptional level™®.
MicroRNAs (miRNAs) are single-stranded non-
coding RNAs, ~20 to 24 nucleotides (nt) in length,
that play critical roles in regulating gene expression at
the post-transcriptional level by repressing translation
or enhancing degradation of specific target mRNAs’.
They are involved in regulating various
developmental and metabolic pathways, signal
transduction and respond to environmental stresses,
such as, oxidative stress, nutrient stress, dehydration
and mechanical-stress®®. In plant, miRNAs are
processed in the nucleus from longer stem loop
structures called pre-miRNAs (approx 70 nt in length)
by a Dicer-like enzyme and are loaded into RNA
induced silencing complex (RISC), where the
miRNA guides sequence-specific post-transcriptional
repression of target mRNA(s) by degradation or
translational repression'’. A large number of miRNA
sequences are evolutionarily conserved across species
boundaries and have near perfect complementarities
with their specific messenger RNA (mRNA) targets' .
Eventually owing to this complementarity, the plant
miRNAs guide the cleavage, degradation or
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translational inhibition of their target mRNA, thereby
interfering and regulating the gene expression.
Regulation of gene expression through sequence
specific interaction between miRNAs and their target
mRNAs offers an accurate and inheritable mechanism
for plant to respond to environment stimuli'’. Number
of studies show that miRNAs are associated with
drought stress response'” .

Recent reports have established the role of
miRNAs in regulating genes associated with various
metabolic as well as abiotic stress responsive
pathways in Hevea'>'®. Until now, 31 mature miRNA
sequences are available in miRBase of H. brasiliensis.
The present study was initiated with an objective to
identify miRNAs that are expressed under drought
condition in H. brasiliensis and to find out the
miRNAs that are specifically associated with stress
tolerance/susceptibility. For this purpose, we
quantified expression of seven miRNAs in four clones
of Hevea with varying levels of drought tolerance.

Materials and Methods

Plant Material and Stress Induction for miRNA Isolation

In order to isolate and clone drought stress specific
miRNAs, 6-month-old polybag grown plant of Hevea
(clone RRIM 600) were exposed to drought condition
in the open field of Rubber Research Institute of India
(RRII), Kottayam (Kerala), India, during summer
season. The clone was generated through budding of
seedlings raised from Hevea seeds. The clonal buds
were collected from Hevea budwood nursery
maintained at RRIL. One set of plants was subjected to
water stress by withholding irrigation for 10 d, while
the other set was watered on alternate days to
maintain field capacity. The leaf samples were
harvested after assessing the drought status of the
plant by measuring the net CO, assimilation rate (A)
and stomatal conductance (g;) using a portable
photosynthesis system (LI-6400), LI-COR, USA.
The samples were collected in liquid N, and stored
at -80°C.

miRNA Isolation

Small RNAs were isolated using mirVana miRNA
isolation kit (Ambion, USA). About 2 pg of small
RNAs (measured spectrophotometrically; Nanodrop,
USA) were resolved on a 12% denaturing (7 M urea)
polyacrylamide gel. miRNA marker (NEB) was
loaded as size control for the identification of RNAs
in 17-25 nt size range. The gel was stained with

SybrGold nucleic acid stain and visualized on a
UV transilluminator (Fig. 1a). RNA fragment(s) of
20-22 nt size were excised from the gel and purified
using DTR columns.
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Fig. 1 (a-c)—Gel images of each stage of miRNA isolation from
leaf samples of drought stressed Hevea clone RRIM 600: a.
PAGE profile of small RNAs [Lanes 1-8, miRNA from 8
samples; Lane 9, miRNA marker]; b. PAGE profile of 3’ linkered
small RNA species; ¢, PCR amplified products of 3’ and 5’ linker
adapted small RNAs [Lane 1, DNA marker; Lanes 2 & 3, Linker
attached small RNAs].
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Reverse Transcription and PCR Amplification

The purified small RNAs were ligated with a 3" and
5’ linker in two separate reactions. Initially, 3" linker
was ligated with the enriched miRNAs. 3’ linkered
species was resolved on a 12% denaturing (7 M urea)
polyacrylamide gel (Fig. 1b). This step was followed
by ligating the 5' MRS (multiple restriction site)
linker to the 3’ linkered small RNAs in the presence
of 1.0 mM ATP. The 5" and 3’ ligated miRNA were
converted to cDNA using SuperScript III Reverse
Transcriptase (Invitrogen) and RT/REV  primer
(provided by the IDT miRNA cloning kit). PCR
amplification using linker specific primers was
carried out (Fig. 1c) and the amplicons were further
purified to proceed with cloning and sequencing.

Cloning and Sequencing

PCR products were ligated into the pTZ57R/T
cloning vector (PCR Cloning Kit, Fermentas) and were
transformed into JM109 cells using TransformAid
Bacterial Transformation Kit (Fermentas). The inserts
from individual colonies were amplified by adaptor
specific forward and reverse primers and were
sequenced. After sequencing, the adaptor sequences
were trimmed and the small RNA sequences having a
length of 18-30 nt were searched against Rfam family
database to find if any of the sequences were similar
to non-coding RNAs. The sequences were then
BLAST analyzed against miRBase database v20.0.
Small RNAs that did not show similarity to any
miRNAs in miRBase were analyzed for potential
novel miRNAs.

Plant Material and Stress Induction for gPCR Analyses
Drought stress was imposed on 4 Hevea clones
(RRII 105, RRIM 600, RRII 414 & RRII 208) with
varying levels of drought tolerance. After growing for
6 months in open field conditions, the polybag plants
were transferred to glasshouse conditions before
imposing drought. The imposition of drought stress
and leaf sample collection was performed as
described above. Total RNAs were extracted using
Spectrum™ Plant Total RNA Kit (Sigma-Aldrich)
according to the manufacturer’s instructions. The total
RNA (2 pg) from each sample was then reverse
transcribed using Mir-X miRNA first strand c-DNA
synthesis kit (Clontech). Validation of six conserved
miRNAs (miR164, miR166, miR167, miR398,
miR482 & miR169) and one novel miRNA (Table 1)
in control and drought imposed plant was done by
gPCR on Light Cycler 480 II (Roche) using SYBR

Advantage qPCR Premix (Takara). The reaction
consisted of 10 times diluted 0.5 uL cDNA, 0.1 uM
of each forward and reverse primers and 5 uL 2x
SYBR Advantage qPCR Premix in a 10 pL reaction
volume. The reaction conditions included an initial
denaturation step of 95°C for 30 sec, followed by 40
cycles of 95°C for 5 sec and 60°C for 30 sec. For each
treatment, three biological replications were included
in the gPCR analysis. Statistical analysis was
performed with the relative quantification data using
ANOVA. The ratio with a P-value <0.05 was adopted
as significant for down or up regulation.

Results

miRNAs were isolated from the leaf samples of
drought stressed RRIM 600 plants. The stomatal
conductance of stressed plants got reduced to
near zero after 10 d of drought compared to control
(0.33 mol m™ s plants (Fig. 2a). Water stressed
plants exhibited significant reduction in net CO,
assimilation rate (2.7 pmol m~ s7') than the control
(11.5 pmol m?2s™h plants (Fig. 2b).

Sequencing and blast analyses of 120 clones of
small RNAs showed three families of conserved
miRNAs (miR166, miR167 & miR482) and one novel
miRNA after excluding redundancy. The miR166 was
found repeated thrice and had a length of 20 and 21 nt
in length. Only one sequence was obtained for
miR167 and miR482 occurred twice. Among the rest
of the sequences when mapped to the draft genome of
H. brasiliensis to identify the precursor molecule,
one of them was confirmed as novel (HbmiRn_42).
The secondary structure of the precursor molecule
was predicted using mFold tool with default
parameters and the free energy was found to be
(-30.7). The sequence of the novel miRNA
(HbmiRn_42) is given in Table 1 and the stem
loop structure is given in Fig. 3.

To understand the drought responsiveness of these
miRNAs and their differential expression under stress
conditions in Hevea clones (RRII 105, RRIM 600,

Table 1—The sequence and putative target of miRNAs investigated

miRNA Sequence (5°-3°) Putative target
miR164 TGGAGAAGCAGGGCACGTGCA  NAC tf

miR166 UCGGACCAGGCUUCAUUCCCC  HD-ZIP III protein
miR167 CAGAUCAUGCUGGCAGCUUC auxinresponsefactors

miR482 GGAAUGGGCGGUGUGGGUAAGA LRR Protein

miR398 GGAGCGACCTGAGATCACATG Cu/Zn SOD
miR169 GAGCCAAGAATGACTTGCCGA NFYA-1
Hbmi CCAGGCGTCGGCCAGCGGGCTC  Unknown
Rn_42
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RRII 208 & RRII 414) with varying levels of drought
tolerance, quantitative expression analyses were
made. Reduction in stomatal conductance was noticed
in all the clones under drought stress, while it was
maximum in RRII 414 (Fig. 4a). Similarly, reduction
in photosynthetic assimilation rate was found in all
the clones that were under drought stress and it was
the maximum in clone RRII 414 (Fig. 4b). Apart from
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Fig. 2 (a & b)—a. Stomatal conductance (g); b. CO, assimilation
rate (A), of irrigated and drought imposed plants of Hevea clone
RRIM 600.
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four miRNAs identified from this study, we also
included three more miRNAs (miR164, miR398 &
miR169) that were already reported to be drought
responsive. The miRNA expressions among the
treatment were compared using the 2**“T method'’.
All the miRNAs showed differential expression under
drought stress condition and their level of expression
varied among the clones studied (Fig. 5). Among
them, miR482 got down regulated in clones RRIM
600, and RRII 208 (relatively drought tolerant),
whereas there was no significant change in relatively
drought susceptible clones, such as, RRII 105 and
RRII 414. In contrast, miR164 and miR167
were down regulated in RRII 105 and RRII 414,
while there was not much change in RRIM 600 and
RRII 208. The expression of miR169 got down
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Fig. 3—Stem loop structure of novel miRNA (HbmiRn_42).
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Fig. 5—Expression analysis of seven microRNAs in four clones
of Hevea under drought condition. [Error bars indicate standard
error of three biological replicates]

regulated in clones RRII 105, RRIM 600 and RRII
414, except in clone RRII 208, in which it got
upregulated under drought. In the case of miR398,
down regulation was much evident in RRII 208,
whereas in other clones there was no much change
except a slight reduction in RRII 105. In contrast,
miR166 did not show any significant change in its
expression level among the clones studied. Expression
of novel miRNA (HbmiRn_42) was higher in RRIM
600 and RRII 208, while it got down regulated in
drought susceptible clones.

Discussion

Cultivation of rubber plant in traditional regions of
India has become saturated and there is a need to
extend its cultivation to suitable regions in the non-
traditional areas. Various clones of H. brasiliensis are
being evaluated in such region in order to identify a
clone with better stress tolerance trait. Among the
various approaches made to develop clones with
improved stress tolerance, molecular biological

approaches have also been attempted in the recent
past. Tolerant clones exhibit several inherent adaptive
mechanisms to manage or escape the adverse impacts
of extreme climate. In the present study, an attempt
was made to identify drought stress specific miRNAs
from Hevea to quantify their expression and also to
characterize their role in drought tolerance. We could
identify four miRNAs among which one was found
novel. Expression of these miRNAs along with
another set of three miRNAs (miR164, miR169 &
miR398), which were reported to be drought
responsive ****, was quantified.

In order to understand the role and level of
expression of these miRNAs, 4 clones of Hevea with
varying levels of drought tolerance were exposed to
drought condition. CO, assimilation rate was found
inhibited in drought-imposed plants of all the clones,
while it was much severe in susceptible clone RRII
414. Similarly, stomatal conductance also declined
significantly in all the clones under drought stress,
while it was almost zero in RRII 414. These results
indicated that the drought stress was set in and
drought responsive genes would have been activated
in those plants. The expression of almost all the
seven miRNAs quantified was found altered under
drought condition.

miR482 are known to suppress the expression of
nucleotide binding site-leucine-rich-repeat receptor
protein (NBS-LRR protein)*?* and to target abscisic
acid responsive element binding protein 2 (AREB2),
which is abiotic stress responsive™. miR482 family is
reported to have more variable sequences than other
miRNA families”. The miR482 obtained from the
present study was found similar to csmiR482b* and
was different from the one (HbmiR482) reported
previously in H. brasiliensis'®. When quantified, its
expression in tolerant clones (RRIM 600 & RRII 208)
got reduced to 0.2 fold, while not much change was
observed in the relatively susceptible clones like RRII
105 and RRII 414. This indicates that miR482 must
be playing a specific role in imparting drought
tolerance in Hevea. Probably expression analysis in
few other drought tolerant clones would confirm its
association with drought tolerance.

The miR482 obtained from the present study was
found similar to csmiR482b* and was different
from the one (HbmiR482) reported previously in
H. brasiliensis'®. When quantified, its expression in
tolerant clones (RRIM 600 & RRII 208) got reduced
to 0.2 fold, while not much change was observed in
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the relatively susceptible clones like RRII 105 and
RRII 414. This indicates that miR482 must be playing
a specific role in imparting drought tolerance in
Hevea. Probably expression analysis in few other
drought tolerant clones would confirm its association
with drought tolerance.

The expression of miR167 was slightly higher in
drought tolerant clones (RRIM 600 & RRII 208),
while it was lesser in RRII 105 and RRII 414, which
are relatively susceptible. miR167 has been reported
to regulate auxin response factors (ARF), such as,
ARF6 and ARFS under drought condition”’. ARFs are
important transcription factors involved in relaying
auxin signaling at the transcriptional level by binding
to specific cis-element in the upstream regions of
auxin-inducible genes. Auxin is involved in drought
stress tolerance as well as in auxin signaling, which is
crucial for plant growth and development.
Various reports indicate the existence of possible link
between auxin signaling and miRNA expression.
The miR167 guides the regulation of ARF6 and
ARF8, which are reported to negatively regulate free
IAA levels by interfering with the GH3-like gene
expression”’. Under drought condition, expression
of miR167 was induced in Arabidopsis®. Slight
increase in expression of miR167 was found in
relatively tolerant clones in the present study.
Whether miR167 is involved in down regulation of
ARFs in tolerant clones under drought stress is worth
investigating further.

miR398 targets two closely related Cu/Zn SODs
(CSD1 & CSD2), which are known to be involved in
oxidative stress detoxification®’, and cytochrome C
oxidase subunitV (COX5b) which is associated in
electron transport system of the mitochondrial
respiratory pathway®. miR398 is down regulated
under drought stress in Medicago truncatula™ and in
maize’'. This leads to increased activity of CSDs
rendering oxidative stress tolerance. The expression
analysis data indicate that its level did not alter in
clones RRIM 600 and RRII 414, while it got reduced
significantly in RRII 208 and to some extent in
RRII 105. Probably the ROS scavenging enzyme
Cu/Zn SOD levels would have been up regulated in
RRII 208. From the results, it can be presumed that
free radical scavenging activities must have been
much higher in RRII 208 when compared to other
clones studied.

miR169 targets the NFYA5 mRNA, encoding a
subunit of the nuclear factor Y (NF-Y) transcription

factors®’, which are plant specific transcription factors
playing important role in plant development and in
coping up with the environmental stresses™. It was
reported to be down regulated under drought in
Arabidopsis and M. truncatula, while it was up
regulated in rice” (miR169g) and tomato®. miR169
is a conserved miRNA family that regulates a
homologous target; it appears to behave in
contradictory ways in different plant species, because
of differences in plant developmental stages, growth
conditions and the duration and strength of the
applied stress™. In the present study, miR169 was
found down-regulated in clones RRII 105, RRIM 600
and RRII 414, whereas it was up regulated only in
clone RRII 208. The results indicated the down
regulation of miRNA in three clones of both drought
tolerant and susceptible nature. In contrast, the clone
RRII 208 presumed to be drought tolerant displayed
up regulation of miR169.

miR 166 is reported to be drought responsive and is
known to regulate class III homeodomain-leucine
zipper (HD-Zip III) transcription factors, which are
important for lateral root development, axillary
meristem initiation and leaf polarity™. In barley and
Triticum dicoccoides, miR166 has been found to be
down regulated in response to drought’ . However,
in M. truncatula, it was up regulated in roots, while
being suppressed in seedlings and shoots under
drought stress™. In the present study, thus there is no
significant difference in miR166 expression among
the tolerant and susceptible clones.

miR164 is reported to be involved in regulating the
post transcriptional processing of NAC transcription
factors®’. Expression of NAC proteins in response to
abiotic stresses in various plants and their possible
role have been reported”’. A rice stress responsive
NAC gene, SNACI, confers drought resistance under
field drought conditions by promoting stomatal
closure’'. On the contrary, the recent report in rice
indicated the association of miR164 targeted NAC
genes with drought susceptibility*”. Under drought
stress, expression of miR164 was found down
regulated in relatively susceptible clones, while there
was not much change in relatively tolerant clones.
The expression of novel miRNA identified from the
present study (HbmiRn_42) under drought condition
was very much interesting as it was found highly
down regulated in susceptible clones and upregulated
in relatively tolerant clones, indicating its association
with drought tolerance. Probably, it might be
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controlling the expression of its target gene, which
might be a negative regulator of drought tolerance. It
would be worth investigating to identify its nature and
role in imparting drought tolerance.

Thus the present study revealed the existence of
differential expression of miRNAs among various
Hevea clones studied under drought stress conditions.
Among the miRNAs identified, four of them
displayed a trend with the drought tolerance of clones.
The miR482 was found down regulated in tolerant
clones, while there was no change in its expression in
susceptible clones, indicating its role in imparting
drought tolerance. The miR164, miR167 and the
novel one (HbmiRn_42) were found down regulated
in susceptible clones under drought stress. HbmiRn
_42 was found up regulated in tolerant clones,
indicating its strong association with stress tolerance.
Further investigations are warranted to identify and
characterize this novel miRNA’s target gene and its
regulation in tolerant and susceptible clones of Hevea.
Expression analysis of target genes of these miRNAs
in clones with varying levels of drought tolerance
would further reveal the significant roles of such
small RNAs in drought tolerance potential of Hevea
clones.

Acknowledgement

The authors wish to thank Dr James Jacob,
Director, RRII and Dr R Krishnakumar, Joint
Director, RRII for their constant encouragement and
support. The Senior Research Fellowship to Ms Linu
Kuruvilla from Council of Scientific and Industrial
Research, New Delhi is gratefully acknowledged.

References

1 Duan C, Argout X, Gebelin V, Summo M, Dufayard J-F et al,
Identification of the Hevea brasiliensis AP2/ERF
superfamily by RNA sequencing, BMC Genomics, 14 (2013)
30. [doi:10.1186/1471-2164-14-30]

2 Sunkar R & Bartels D, Drought and desiccation induced
modulation of gene expression in plant, Plant Cell Environ,
25 (2002) 141-151.

3  Thomas M, Sathik, M B M, Luke P L, Kuruvilla L,
Sumesh, K V er al, Analysis of drought responsive gene
expression in Hevea brasiliensis, Nat Rubber Res, 24 (2011)
247-252.

4 Thomas M, Sathik M B M, Saha T, Jacob J, Schaffner A R et al,
Screening of drought responsive transcripts of Hevea
brasiliensis and identification of candidate genes for drought
tolerance, J Plant Biol, 38 & 39 (2012) 111-118.

5  Floris M, Mahgoub H, Lanet E, Robaglia C & Menand B,
Post-transcriptional regulation of gene expression in plant
during abiotic stress, Int J Mol Sci, 10 (2009) 3168-3185.

10

11

12

13

14

15

16

17

18

19

20

21

22

23

159

Kaufmann K, Pajoro A & Angenent G C, Regulation
of transcription in plant: Mechanisms controlling
developmental switches, Nat Rev Genet, 11 (2010) 830-842.
Bartel D P, MicroRNAs: Genomics, biogenesis, mechanism
and function, Cell, 116 (2004) 281-297.

Sunkar R & Zhu J K, Novel and stress-related microRNAs
and other small RNAs from Arabidopsis, Plant Cell, 16
(2004) 2001-2019.

Shukla L I, Chinnusamy V & Sunkar R, The role of
microRNAs and other endogenous small RNAs in plant stress
responses, Biochim Biophys Acta, 1779 (2008) 743-748.
Rhoades M W, Bartel D P & Bartel B, MicroRNAs and
their regulatory roles in plant, Annu Rev Plant Biol, 57
(2006) 19-53.

Voinnet O, Orgin, biogenesis, and activity of plant
microRNAs, Cell, 136 (2009) 669-687.

Sunkar R & Zhu J-K, Micro RNAs and short-interfering
RNAs in plant, J Integr Plant Biol, 49 (2007) 817-826.

Zhou L, Liu Y, Liu Z, Kong D, Duan M et al, Genome-wide
identification and analysis of drought-responsive microRNAs
in Oryza sativa, J Exp Bot, 61 (2010) 4157-4168.

Khraiwesh B, Zhu J-K & Zhu J, Role of miRNAs and
siRNAs in biotic and abiotic stress responses of plant,
Biochim Biophys Acta, 1819 (2012) 137-148.
Lertpanyasampatha M, Gao L, Kongsawadworakul P,
Viboonjum U, Chrestin H ef al, Genome-wide analysis of
microRNAs in rubber tree (Hevea brasiliensis 1.) using
high-throughput sequencing, Planta, 236 (2012) 437-445.
Gebelin V, Argout X, Engchuan W, Pitollat B, Duan C ef al,
Identification of novel microRNAs in Hevea brasiliensis and
computational prediction of their targets, BMC Plant Biol,
12 (2012) 18. [doi: 10.1186/1471-2229-12-18]

Gebelin V, Leclercq J, Argout X, Chaidamsari T, Hu S ef al,
The small RNA profile in latex from Hevea brasiliensis trees
is affected by tapping panel dryness, Tree Physiol, 31 (2013)
1084-1098.

Gebelin V, Leclercq J, Chaorong T, Songnian H,
Tang C et al, Regulation of MIR genes in response to
abiotic stress in Hevea brasiliensis, Int J Mol Sci, 14 (2013)
19587-19604.

Livak K J & Schmittgen T D, Analysis of relative gene
expression data using real-time quantitative PCR and the
22T method, Methods, 25 (2001) 402-408.

Guo H S, Xie Q, Fei J F & Chua N H, MicroRNAs directs
mRNA cleavage of the transcription factor NAC1 to down
regulate auxin signals for Arabidopsis lateral root
development, Plant Cell, 17 (2005) 1376-1386.

Li W X, Oono Y, Zhu J, He X J, Wu J M et al, The
Arabidopsis NFYAS transcription factor is regulated
transcriptionally and posttranscriptionally to promote
drought resistance, Plant Cell, 20 (2008) 2238-2251.

Sunkar R, Kapoor A & Zhu J-K, Posttranscriptional
induction of two Cu/Zn superoxide dismutase genes in
Arabidopsis is mediated by down regulation of miR398 and
important for oxidative stress tolerance, Plant Cell, 18 (2006)
2051-2065.

Shivaprasad P V, Chen H M, Patel K, Bond D M,
Santos B A et al, A microRNA superfamily regulates
neucleotide binding site-leucine-rich repeats and other
mRNAs, Plant Cell, 24 (2012) 859-874.


https://www.researchgate.net/publication/7110376_MicroRNAS_and_their_regulatory_roles_in_plants?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/7110376_MicroRNAS_and_their_regulatory_roles_in_plants?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/7110376_MicroRNAS_and_their_regulatory_roles_in_plants?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221693376_Genome-wide_analysis_of_microRNAs_in_rubber_tree_Hevea_brasiliensis_L_using_high-throughput_sequencing?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221693376_Genome-wide_analysis_of_microRNAs_in_rubber_tree_Hevea_brasiliensis_L_using_high-throughput_sequencing?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221693376_Genome-wide_analysis_of_microRNAs_in_rubber_tree_Hevea_brasiliensis_L_using_high-throughput_sequencing?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221693376_Genome-wide_analysis_of_microRNAs_in_rubber_tree_Hevea_brasiliensis_L_using_high-throughput_sequencing?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47729851_Regulation_of_transcription_in_plants_Mechanisms_controlling_developmental_switches?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47729851_Regulation_of_transcription_in_plants_Mechanisms_controlling_developmental_switches?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47729851_Regulation_of_transcription_in_plants_Mechanisms_controlling_developmental_switches?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47729851_Regulation_of_transcription_in_plants_Mechanisms_controlling_developmental_switches?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221829041_Identification_of_novel_microRNAs_in_Hevea_brasiliensis_and_computational_prediction_of_their_targets?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221829041_Identification_of_novel_microRNAs_in_Hevea_brasiliensis_and_computational_prediction_of_their_targets?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221829041_Identification_of_novel_microRNAs_in_Hevea_brasiliensis_and_computational_prediction_of_their_targets?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221829041_Identification_of_novel_microRNAs_in_Hevea_brasiliensis_and_computational_prediction_of_their_targets?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/291294992_Analysis_of_drought_responsive_gene_expression_in_Hevea_brasiliensis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/291294992_Analysis_of_drought_responsive_gene_expression_in_Hevea_brasiliensis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/291294992_Analysis_of_drought_responsive_gene_expression_in_Hevea_brasiliensis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/291294992_Analysis_of_drought_responsive_gene_expression_in_Hevea_brasiliensis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/275771618_Drought-_and_desiccation-induced_modulation_of_gene_expression_in_plants?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/275771618_Drought-_and_desiccation-induced_modulation_of_gene_expression_in_plants?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/275771618_Drought-_and_desiccation-induced_modulation_of_gene_expression_in_plants?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/24037488_Origin_Biogenesis_and_Activity_of_Plant_MicroRNAs?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/24037488_Origin_Biogenesis_and_Activity_of_Plant_MicroRNAs?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/227529962_MicroRNAs_and_short-interfering_RNAs_in_plant?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/227529962_MicroRNAs_and_short-interfering_RNAs_in_plant?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/7906712_MicroRNA_directs_mRNA_cleavage_of_the_transcription_factor_NAC1_to_downregulate_auxin_signals_for?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/7906712_MicroRNA_directs_mRNA_cleavage_of_the_transcription_factor_NAC1_to_downregulate_auxin_signals_for?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/7906712_MicroRNA_directs_mRNA_cleavage_of_the_transcription_factor_NAC1_to_downregulate_auxin_signals_for?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/7906712_MicroRNA_directs_mRNA_cleavage_of_the_transcription_factor_NAC1_to_downregulate_auxin_signals_for?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/284511208_Novel_and_stress-regulated_microRNAs_and_other_small_RNAs_from_Arabidopsis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/284511208_Novel_and_stress-regulated_microRNAs_and_other_small_RNAs_from_Arabidopsis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/284511208_Novel_and_stress-regulated_microRNAs_and_other_small_RNAs_from_Arabidopsis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5394672_The_role_of_microRNAs_and_other_endogenous_small_RNAs_in_plant_stress_responses?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5394672_The_role_of_microRNAs_and_other_endogenous_small_RNAs_in_plant_stress_responses?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5394672_The_role_of_microRNAs_and_other_endogenous_small_RNAs_in_plant_stress_responses?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221694059_A_microRNA_superfamily_regulates_Nucleotide_Binding_Site-Leucine-Rich_Repeats_and_other_mRNAs?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221694059_A_microRNA_superfamily_regulates_Nucleotide_Binding_Site-Leucine-Rich_Repeats_and_other_mRNAs?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221694059_A_microRNA_superfamily_regulates_Nucleotide_Binding_Site-Leucine-Rich_Repeats_and_other_mRNAs?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221694059_A_microRNA_superfamily_regulates_Nucleotide_Binding_Site-Leucine-Rich_Repeats_and_other_mRNAs?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/26800455_Post-transcriptional_Regulation_of_Gene_Expression_in_Plants_during_Abiotic_Stress?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/26800455_Post-transcriptional_Regulation_of_Gene_Expression_in_Plants_during_Abiotic_Stress?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/26800455_Post-transcriptional_Regulation_of_Gene_Expression_in_Plants_during_Abiotic_Stress?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/8902980_MicroRNAs_Genomics_Biogenesis_Mechanism_and_Function?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/8902980_MicroRNAs_Genomics_Biogenesis_Mechanism_and_Function?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/245383455_Analysis_of_Relative_Gene_Expression_Data_Using_Real-Time_Quantitative_PCR_and_the_2-Ct_Method?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/245383455_Analysis_of_Relative_Gene_Expression_Data_Using_Real-Time_Quantitative_PCR_and_the_2-Ct_Method?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/245383455_Analysis_of_Relative_Gene_Expression_Data_Using_Real-Time_Quantitative_PCR_and_the_2-Ct_Method?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/245383455_Analysis_of_Relative_Gene_Expression_Data_Using_Real-Time_Quantitative_PCR_and_the_2-Ct_Method?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/245383455_Analysis_of_Relative_Gene_Expression_Data_Using_Real-Time_Quantitative_PCR_and_the_2-Ct_Method?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6925474_Posttranscriptional_Induction_of_Two_CuZn_Superoxide_Dismutase_Genes_in_Arabidopsis_Is_Mediated_by_Downregulation_of_miR398_and_Important_for_Oxidative_Stress_Tolerance?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6925474_Posttranscriptional_Induction_of_Two_CuZn_Superoxide_Dismutase_Genes_in_Arabidopsis_Is_Mediated_by_Downregulation_of_miR398_and_Important_for_Oxidative_Stress_Tolerance?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6925474_Posttranscriptional_Induction_of_Two_CuZn_Superoxide_Dismutase_Genes_in_Arabidopsis_Is_Mediated_by_Downregulation_of_miR398_and_Important_for_Oxidative_Stress_Tolerance?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6925474_Posttranscriptional_Induction_of_Two_CuZn_Superoxide_Dismutase_Genes_in_Arabidopsis_Is_Mediated_by_Downregulation_of_miR398_and_Important_for_Oxidative_Stress_Tolerance?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6925474_Posttranscriptional_Induction_of_Two_CuZn_Superoxide_Dismutase_Genes_in_Arabidopsis_Is_Mediated_by_Downregulation_of_miR398_and_Important_for_Oxidative_Stress_Tolerance?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/45799904_Genome-wide_identification_and_analysis_of_drought-responsive_microRNAs_in_Oryza_sativa?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/45799904_Genome-wide_identification_and_analysis_of_drought-responsive_microRNAs_in_Oryza_sativa?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/45799904_Genome-wide_identification_and_analysis_of_drought-responsive_microRNAs_in_Oryza_sativa?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/258445712_Small_RNA_profile_in_latex_from_Hevea_brasiliensis_trees_is_affected_by_tapping_panel_dryness?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/258445712_Small_RNA_profile_in_latex_from_Hevea_brasiliensis_trees_is_affected_by_tapping_panel_dryness?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/258445712_Small_RNA_profile_in_latex_from_Hevea_brasiliensis_trees_is_affected_by_tapping_panel_dryness?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/258445712_Small_RNA_profile_in_latex_from_Hevea_brasiliensis_trees_is_affected_by_tapping_panel_dryness?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==

160

24

25

26

27

28

29

30

31

32

INDIAN J BIOTECHNOL, APRIL 2016

Zhu Q-H, Fan L, Liu Y, Xu H, Llewelyn D et al, miR482
regulation of NBS-LRR defense genes during fungal
pathogen infection in cotton, PLoS One, 8 (2013) e84390.
Arenas-Huertero C, Perez B, Rabanal F, Blanco-Melo D,
De la Rosa C et al, Conserved and novel miRNAs in the
legume Phaseolus vulgaris in response to stress, Plant Mol
Biol, 70 (2009) 385-401.

Xu Q, Liu Y, Zhu A, Wu X, Ye J et al, Discovery and
comparative profiling of microRNAs in a sweet orange red-
flesh mutant and its wild type, BMC Genomics, 11 (2010) 246.
Liu H, Tian X, Li Y, Wu C A & Zheng C, Microarray-based
analysis of stress regulated microRNAs in Arabidopsis
thaliana, RNA, 14 (2008) 836-843.

Sunkar R, Li Y-F & Jagadeeswaran G, Function of
microRNAs in plant stress responses, Trends Plant Sci,
17 (2012) 196-203.

Teotia P S, Mukherjee S K & Mishra N S, Fine tuning
of auxin signalling by miRNAs, Physiol Mol Biol Plants,
14 (2008) 81-90.

Wang T, Chen L, Zhao M, Tian Q & Zhang W, Identification
of drought-responsive microRNAs in Medicago truncatula
by genome-wide high throughput sequencing, BMC
Genomics, 12 (2011) 367.

Wei L, Zhang D, Xiang F & Zhang Z, Differentially
expressed miRNAs potentially involved in the regulation of
defence mechanism to drought stressing maize seedlings,
Int J Plant Sci, 170 (2009) 979-989.

Kumimoto R W, Adam L, Hymus G J, Repetti P P,
Reber T L et al, The Nuclear Factor Y subunits NF-YB2 and
NF-YB3 play additive roles in the promotion of flowering
by inductive long-day photoperiods in Arabidopsis, Planta,
228 (2008) 709-723.

33

34

35

36

37

38

39

40

41

42

Zhao B, Liang R, Ge I, Li W, Xiao H et al, Identification of
drought-induced microRNAs in rice, Biochem Biophys Res
Commun, 354 (2007) 585-590.

Zhang X, Zou Z, Gong P, Zhang J, Ziaf K et al, Over
expression of microRNA 169 confers enhanced drought
tolerance to tomato, Biotechnol Lett, 33 (2011) 403-409.
Ding Y, Tao Y & Zhu C, Emerging roles of microRNAs in
the mediation of drought stress responses in plants, J Exp
Bot, 64 (2013) 3077-3086.

Hawker N P & Bowman J L, Roles for class III HD-Zip and
KANADI genes in Arabidopsis root development, Plant
Physiol, 135 (2004) 2261-2270.

Kantar M, Unver T & Budak H, Regulation of barley
miRNAs upon dehydration stress corelated with target gene
expression, Funct Integr Genomics, 10 (2010) 493-507.
Kantar M, Lucas S J & Budak H, miRNA expression patterns
of Triticum dicoccoides in response to drought stress, Planta,
233 (2011) 471-484.

Trindade I, Captico C, Dalmy T, Fevereiro M P &
Santos D M, miR398 and miR408 are upregulated in
response to water deficit in Medicago truncatula, Planta, 231
(2010) 705-716.

Puranik S, Sahu P P, Srivastava P S & Prasad M, NAC
proteins: Regulation and role in stress tolerance, Trends
Plant Sci, 17 (2012) 369-381.

Hu H, Dai M, Yao J, Xiao B, Li X et al, Overexpressing a
NAM, ATAF, and CUC (NAC) transcription factor enhances
drought resistance and salt tolerance in rice, Proc Natl Acad
Sci USA, 103 (2006) 12987-12992.

Fang Y, Xie K & Xiong L, Conserved miR164-targeted
NAC genes negatively regulate drought resistance in rice,
J Exp Bot, 65 (2014) 2119-2135.


https://www.researchgate.net/publication/40689519_miR398_and_miR408_are_up-regulated_in_response_to_water_deficit_in_Medicago_truncatula?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/40689519_miR398_and_miR408_are_up-regulated_in_response_to_water_deficit_in_Medicago_truncatula?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/40689519_miR398_and_miR408_are_up-regulated_in_response_to_water_deficit_in_Medicago_truncatula?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/40689519_miR398_and_miR408_are_up-regulated_in_response_to_water_deficit_in_Medicago_truncatula?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5251668_The_Nuclear_Factor_Y_subunits_NF-YB2_and_NF-YB3_play_additive_roles_in_the_promotion_of_flowering_by_inductive_long-day_photoperiods_in_Arabidopsis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5251668_The_Nuclear_Factor_Y_subunits_NF-YB2_and_NF-YB3_play_additive_roles_in_the_promotion_of_flowering_by_inductive_long-day_photoperiods_in_Arabidopsis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5251668_The_Nuclear_Factor_Y_subunits_NF-YB2_and_NF-YB3_play_additive_roles_in_the_promotion_of_flowering_by_inductive_long-day_photoperiods_in_Arabidopsis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5251668_The_Nuclear_Factor_Y_subunits_NF-YB2_and_NF-YB3_play_additive_roles_in_the_promotion_of_flowering_by_inductive_long-day_photoperiods_in_Arabidopsis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5251668_The_Nuclear_Factor_Y_subunits_NF-YB2_and_NF-YB3_play_additive_roles_in_the_promotion_of_flowering_by_inductive_long-day_photoperiods_in_Arabidopsis?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6864316_Overexpressing_a_NAM_ATAF_and_CUC_NAC_transcription_factor_enhances_drought_resistance_and_salt_tolerance_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6864316_Overexpressing_a_NAM_ATAF_and_CUC_NAC_transcription_factor_enhances_drought_resistance_and_salt_tolerance_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6864316_Overexpressing_a_NAM_ATAF_and_CUC_NAC_transcription_factor_enhances_drought_resistance_and_salt_tolerance_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6864316_Overexpressing_a_NAM_ATAF_and_CUC_NAC_transcription_factor_enhances_drought_resistance_and_salt_tolerance_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/260611839_Conserved_miR164-targeted_NAC_genes_negatively_regulate_drought_resistance_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/260611839_Conserved_miR164-targeted_NAC_genes_negatively_regulate_drought_resistance_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/260611839_Conserved_miR164-targeted_NAC_genes_negatively_regulate_drought_resistance_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/51495794_Identification_of_drought-responsive_microRNAs_in_Medicago_truncatula_by_genome-wide_high-throughput_sequencing_BMC_Genomics_12367?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/51495794_Identification_of_drought-responsive_microRNAs_in_Medicago_truncatula_by_genome-wide_high-throughput_sequencing_BMC_Genomics_12367?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/51495794_Identification_of_drought-responsive_microRNAs_in_Medicago_truncatula_by_genome-wide_high-throughput_sequencing_BMC_Genomics_12367?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/51495794_Identification_of_drought-responsive_microRNAs_in_Medicago_truncatula_by_genome-wide_high-throughput_sequencing_BMC_Genomics_12367?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/243970359_Emerging_roles_of_microRNAs_in_the_mediation_of_drought_stress_response_in_plants?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/243970359_Emerging_roles_of_microRNAs_in_the_mediation_of_drought_stress_response_in_plants?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/243970359_Emerging_roles_of_microRNAs_in_the_mediation_of_drought_stress_response_in_plants?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221973851_NAC_proteins_Regulation_and_role_in_stress_tolerance?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221973851_NAC_proteins_Regulation_and_role_in_stress_tolerance?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/221973851_NAC_proteins_Regulation_and_role_in_stress_tolerance?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47500758_Over-expression_of_microRNA169_confers_enhanced_drought_tolerance_to_tomato?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47500758_Over-expression_of_microRNA169_confers_enhanced_drought_tolerance_to_tomato?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47500758_Over-expression_of_microRNA169_confers_enhanced_drought_tolerance_to_tomato?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/43181045_Discovery_and_comparative_profiling_of_microRNAs_in_a_sweet_orange_red-flesh_mutant_and_its_wild_type?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/43181045_Discovery_and_comparative_profiling_of_microRNAs_in_a_sweet_orange_red-flesh_mutant_and_its_wild_type?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/43181045_Discovery_and_comparative_profiling_of_microRNAs_in_a_sweet_orange_red-flesh_mutant_and_its_wild_type?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5495005_Microarray-based_analysis_of_stress-regulated_microRNAs_in_Arabidopsis_thaliana?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5495005_Microarray-based_analysis_of_stress-regulated_microRNAs_in_Arabidopsis_thaliana?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/5495005_Microarray-based_analysis_of_stress-regulated_microRNAs_in_Arabidopsis_thaliana?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/249158204_Differentially_Expressed_miRNAs_Potentially_Involved_in_the_Regulation_of_Defense_Mechanism_to_Drought_Stress_in_Maize_Seedlings?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/249158204_Differentially_Expressed_miRNAs_Potentially_Involved_in_the_Regulation_of_Defense_Mechanism_to_Drought_Stress_in_Maize_Seedlings?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/249158204_Differentially_Expressed_miRNAs_Potentially_Involved_in_the_Regulation_of_Defense_Mechanism_to_Drought_Stress_in_Maize_Seedlings?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/249158204_Differentially_Expressed_miRNAs_Potentially_Involved_in_the_Regulation_of_Defense_Mechanism_to_Drought_Stress_in_Maize_Seedlings?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6548737_Identification_of_drought-induced_microRNAs_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6548737_Identification_of_drought-induced_microRNAs_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/6548737_Identification_of_drought-induced_microRNAs_in_rice?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/236189477_Fine_tuning_of_auxin_signaling_by_miRNAs?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/236189477_Fine_tuning_of_auxin_signaling_by_miRNAs?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/236189477_Fine_tuning_of_auxin_signaling_by_miRNAs?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/45441566_Regulation_of_barley_miRNAs_upon_dehydration_stress_correlated_with_target_gene_expression?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/45441566_Regulation_of_barley_miRNAs_upon_dehydration_stress_correlated_with_target_gene_expression?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/45441566_Regulation_of_barley_miRNAs_upon_dehydration_stress_correlated_with_target_gene_expression?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47743527_miRNA_expression_patterns_of_Triticum_dicoccoides_in_response_to_shock_drought_stress?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47743527_miRNA_expression_patterns_of_Triticum_dicoccoides_in_response_to_shock_drought_stress?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==
https://www.researchgate.net/publication/47743527_miRNA_expression_patterns_of_Triticum_dicoccoides_in_response_to_shock_drought_stress?el=1_x_8&enrichId=rgreq-d2cc2433fc72e562306fb32775c658ac-XXX&enrichSource=Y292ZXJQYWdlOzMwOTQ0MzI3NztBUzo0MjE0OTE1MjAwODYwMjRAMTQ3NzUwMjgxODAwMQ==



