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Abstract

Background: MicroRNAs (miRNAs) are small RNA molecules that play important regulatory roles in plant
development and stress responses. Identification of stress-regulated miRNAs is crucial for understanding how
plants respond to environmental stimuli. Abiotic stresses are one of the major factors that limit crop growth
and yield. Whereas abiotic stress-regulated miRNAs have been identified in vegetative tissues in several plants,
they are not well studied in reproductive tissues such as inflorescences.

Results: We used Illumina deep sequencing technology to sequence four small RNA libraries that were constructed
from the inflorescences of rice plants that were grown under control condition and drought, cold, or salt stress.
We identified 227 miRNAs that belong to 127 families, including 70 miRNAs that are not present in the miRBase.
We validated 62 miRNAs (including 10 novel miRNAs) using published small RNA expression data in DCL1, DCL3,
and RDR2 RNAi lines and confirmed 210 targets from 86 miRNAs using published degradome data. By comparing
the expression levels of miRNAs, we identified 18, 15, and 10 miRNAs that were regulated by drought, cold and salt
stress conditions, respectively. In addition, we identified 80 candidate miRNAs that originated from transposable
elements or repeats, especially miniature inverted-repeat elements (MITEs).

Conclusion: We discovered novel miRNAs and stress-regulated miRNAs that may play critical roles in stress
response in rice inflorescences. Transposable elements or repeats, especially MITEs, are rich sources for miRNA
origination.
Background
Endogenous small RNAs (sRNAs) are 20–30 nt RNA
molecules that modulate gene expression at the tran-
scriptional and posttranscriptional levels and have roles
in developmental and physiological processes in euka-
ryotic organisms [1-3]. In plants, sRNAs are classified
into microRNAs (miRNAs) and small interfering RNAs
(siRNAs), according to their biogenesis and precursor
structures [4-9]. siRNAs are derived from double
stranded RNA precursors and can be further divided
into heterochromatic siRNAs (hc-siRNAs), trans-acting
siRNAs (ta-siRNAs), long siRNAs (lsiRNAs), and natural
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antisense transcripts-derived siRNAs (nat-siRNAs). hc-siRNAs
are involved in DNA methylation and histone modi-
fications that lead to silencing of target genes at the
transcriptional level [10]. ta-siRNAs, lsiRNAs, and nat-
siRNAs act at the posttranscriptional level, guiding
mRNA cleavage, degradation, or translational repression
of target genes. Arabidopsis ta-siRNAs are phased sRNAs
generated from a primary transcript that is targeted by a
miRNA. The product of this cleavage is then converted
to double stranded RNA by RNA-dependent RNA poly-
merase 6 (RDR6) and processed by Dicer like protein 4
(DCL4) to produce ta-siRNAs [11]. Arabidopsis lsiRNAs
are DCL1-dependent sRNAs of 30–40 nt in length,
which mediate mRNA decapping and degradation [12].
nat-siRNAs are generated from co-expressed cis-antisense
overlapping genes. The transcripts of overlapping genes
may hybridize to form double-stranded RNAs and be
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processed by DCL proteins into sRNAs that target the
antisense gene for regulation [13-15].
miRNAs are distinguished from siRNAs since they are

transcribed into a single-stranded pri-miRNA by RNA
polymerase II, which folds into a stable, usually imper-
fect, hairpin structure [16]. This structure is then pro-
cessed by DCL1 to produce ~21 nt, double-stranded
RNA duplex. The duplex is exported into the cytoplasm
by HASTY and methylated at the 3’ end by HEN1 [17].
One strand functions as the mature miRNA and is
incorporated into the RNA-Induced Silencing Complex
(RISC) to target mRNAs for cleavage in a sequence-
specific manner. The other strand, called miRNA*, is
usually degraded, although some miRNA*s were found
to be functional under certain conditions [18]. Plant
miRNAs recognize their targets through near-perfect
complementarity to direct RISC-mediated cleavage, although
in some cases translational inhibition and DNA methyla-
tion can be the mode of action of miRNA-mediated gene
silencing [19-21].
Several studies have demonstrated that miRNAs play

important roles in the responses to biotic and abiotic
stimuli [22-24]. Abiotic stress-regulated miRNAs were
first investigated in Arabidopsis. Sunkar and Zhu [25]
showed that miR393, miR402, miR397b, and miR319c
were induced by at least one of the treatments including
drought, cold, salt and ABA, whereas miR398 was down-
regulated. Further study showed that miR398 mediates
the post-transcriptional induction of two superoxide
dismutase genes involved in the first line of defense
against toxic superoxide radicals and is also downregu-
lated by oxidative stress in Arabidopsis [26]. Also in
Arabidopsis, miR169 is downregulated by drought through
an ABA-dependent pathway to control the expression of
the NFYA5 transcription factor, which mediates tolerance
to drought [27].
To discover stress-regulated miRNAs, it is necessary

to compare the expression of miRNAs in plants grown
under normal and stress-treated conditions. This was
achieved by Northern blot analyses when digital expres-
sion analysis was not effective because traditional
sequencing technology provided only very low coverage
[25]. With the application of next-generation sequencing
and microarrays, it became much easier and cost-
effective to perform genome-wide expression profiling to
identify stress-regulated miRNAs. As a result, discovery
of stress-regulated miRNAs has expanded from the
model dicot Arabidopsis to model monocot rice and
other non-model plants, and many more stress-regulated
miRNAs were found [28-35].
Rice (Oryza sativa) is a staple crop that is cultivated

worldwide and constitutes a primary source of human
food. Besides its high agricultural importance, rice is
a model monocot with a small genome and excellent
genomic resources. Recently extensive efforts have been
devoted to the discovery of novel miRNAs, as well as
the analysis of miRNAs in stress responses in rice
[28,29,36-44]. miRNAs that are regulated by various
stresses were identified. For example, a genome-wide
study conducted across different developmental stages of
rice revealed that 16 miRNAs, including miR156,
miR159 and miR168, were downregulated by drought
stress, while 14 miRNAs, such as miR169, miR319 and
miR395, were upregulated [42].
Most of previous studies on miRNAs that are regu-

lated by abiotic stresses in rice have been focused on
early growth stages [36,41,44-46]. However, the onset
of abiotic stresses during reproductive stages of rice
can dramatically compromise seed production. Seed
development requires a series of molecular events that
are finely regulated at the transcriptional and post-
transcriptional levels [47] and it has been recently
demonstrated that miRNAs are involved in those pro-
cesses [39]. Therefore, there is a need to expand our
knowledge on miRNA expression in reproductive tis-
sues under abiotic stresses. In this study we set to
identify miRNAs that were involved in the responses
to abiotic stresses in rice inflorescences. We applied
high-throughput sequencing and bioinformatic analysis
to small RNA populations derived from rice inflores-
cences under control, as well as drought, cold, and
salt stresses. We identified 227 miRNAs, including 70
candidate miRNAs that are not in the miRBase. Using
stringent criteria, we identified 18, 15, and 10 miRNAs
that were differentially regulated by drought, cold, and
salt stress, respectively. We validated 62 miRNAs using
published small RNA data from DCL1, DCL3, RDR2
RNAi knockdown lines and confirmed 210 miRNA tar-
gets using published degradome data. We also identified
80 miRNAs that appear to have originated from trans-
posable elements and repeats.

Results and discussion
Identification of miRNAs
We constructed and sequenced four small RNA libraries
using the inflorescences of rice plants that grew under
control (untreated) and three abiotic stress treatments.
After quality control and adaptor removal, we obtained
5328145, 4186380, 3524691 and 3992166 high quality
clean reads from control, drought, cold and salt libraries,
respectively (Additional file 1). We removed around 27%
of clean reads from each library that matched rice
repeats and known rRNAs, tRNAs, snoRNAs, snRNAs,
and then mapped the rest of small RNA reads to the rice
whole genome sequence. Using an in-house miRNA pre-
diction pipeline that was built according to the updated
annotation criteria for plant miRNAs [48,49], we pre-
dicted 227 miRNAs that were classified into 127 families



Barrera-Figueroa et al. BMC Plant Biology 2012, 12:132 Page 3 of 11
http://www.biomedcentral.com/1471-2229/12/132
(details of predicted miRNAs are included in Additional
file 2).
Because rice is an important crop and is the model

species for monocotyledons, it has been subject to sub-
stantial effort for miRNA discovery. As a result, rice has
491 registered miRNAs in the miRBase [50] (release 17),
which is the most for any plant species. We compared
the genomic locations and mature miRNAs of our pre-
dicted miRNAs to those of known rice miRNAs in the
miRBase and found that 145 predicted miRNAs (64 fam-
ilies) had already been included in the database, 12 pre-
dicted miRNAs were new homologs of 7 known miRNA
families (allowing mature miRNAs to have up to 2 mis-
matches), and 70 miRNAs (62 families) were new
miRNA candidates (Additional file 2; Predicted second-
ary structures of new miRNA candidates are provided
in Additional file 3 and distributions and abundances of
all sRNAs that are mapped to each precursor are pro-
vided in Additional file 4). Among these new miRNA
candidates, osa-cand006, osa-cand021, osa-cand027, osa-
cand032, and osa-cand036 were included in release 18
of the miRBase as osa-miR5159, osa-miR2863c, osa-
miR5485, osa-5150-3p, and osa-miR5337, respectively.
Among 145 miRNA precursors that match registered

rice miRNAs in the miRBase, 81 precursors have identi-
cal predicted mature miRNAs to those in the miRBase,
40 have predicted mature miRNAs that are highly simi-
lar but not identical, and 24 have a mature miRNA
that is different from the registered mature miRNA
(Additional file 5). For each predicted miRNA precursor,
a small RNA is usually chosen as the mature miRNA if
it has the highest abundance among all reads that are
mapped to the precursor. In some cases, small RNA
with highest expression was not chosen because it did
not reside in a hairpin structure that meets the stringent
structural requirements for miRNA annotation [48,49].
Because the cleavage of miRNA precursor into miRNA/
miRNA* duplex is imprecise at some level [51], generat-
ing overlapping but not identical small RNAs with differ-
ent abundances over the hairpin region, the choice for
mature miRNAs may not be clear cut, especially when
number of mapped reads is low. Low coverage can be
caused by low sequencing depth from early sequencing
technologies such as 454 pyrosequencing, comparing to
Illumina sequencing that was used in this study. Low
coverage can also be caused by the low expression level
of some miRNAs in the chosen tissue and under the
chosen growth condition. In addition, a miRNA* might
have higher abundance than the miRNA in some cases
[18,39].

Validation of predicted miRNAs
Based on their biogenesis pathway, rice miRNAs can be
grouped into two classes. The first class is canonical
miRNAs (cmiRNAs), which are usually 21nt in length,
cleaved by DCL1, and sorted into Argonaut 1 (AGO1)
family proteins [21,52]. The other class is long miRNAs
(lmiRNAs), which are usually 24nt in length, cleaved by
DCL3, and sorted into AGO4 family proteins [21]. Both
classes of miRNAs do not require RDR2, which is a crit-
ical component in the siRNA biogenesis pathway. There-
fore, the expression of authentic miRNAs would be
significantly reduced in either dcl1 or dcl3 knockdown
lines, but not in the rdr2 knockdown line.
In order to validate our 227 predicted miRNAs, we

compared the abundances of their mature miRNAs in
the published small RNA sequencing data from the wild
type (WT) and three RNAi knockdown lines (dcl3a-17,
rdr2-2, and DCL1IR-2) [21], as well as small RNAs
that were pulled down with Argonaut proteins AGO1a,
AGO1b, AGO1c, AGO4a, AGO4b, and AGO16 [21,53].
Using the criteria described in the Methods, we were
able to confirm 46 canonical miRNAs that had signifi-
cantly reduced expression in DCL1IR-2, including six
novel miRNAs (osa-cand001, osa-cand039, osa-cand053,
osa-cand056, osa-cand059, and osa-cand060). We also
confirmed 16 long miRNAs that had significantly
reduced expression in dcl3a-17, including four novel
miRNAs (osa-cand020, osa-cand021, osa-cand032, and
osa-cand054). Five more miRNAs (osa-cand017, osa-
cand058, osa-miR1862, osa-miR1862d, and osa-miR440)
narrowly missed the list of confirmed lmiRNAs because
their expression level in rdr2-2 was slightly less than 50%
of that in WT (Additional file 6). As expected, whereas
confirmed cmiRNAs have a typical length of 21nt
and are predominantly associated with AGO1 proteins,
lmiRNAs have a typical length of 24nt and are
exclusively associated with AGO4 or AGO16 proteins
(Additional file 6).

Prediction and confirmation of miRNA targets
Because plant miRNAs have near perfect complementar-
ity to their targets, computational prediction has been
an effective way to identifying miRNA targets. Using the
procedure described in the Methods, we searched
rice annotated cDNAs and were able to predict targets
for 170 (75%) miRNAs (Additional file 2). Deep sequen-
cing of mRNA cleavage products (degradome sequen-
cing) provides a means for confirmation of miRNA
targets [54,55]. To confirm miRNA targets that were pre-
dicted in this study, we searched the two published degra-
dome datasets from Oryza sativa ssp. japonica using the
CleaveLand software [56]. We were able to confirm 210
targets for 86 miRNAs (Additional file 7), including 154
targets that were previously verified [46,53], mostly for
known miRNAs. We also confirmed 20 targets for 12
novel miRNAs. For instance, osa-cand041 targets a puta-
tive inorganic phosphate transporter, osa-cand046 targets
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a putative amino acid transporter, and osa-cand026
targets a putative ATP-dependent RNA helicase. We
were also able to confirm some targets for new miRNA
homologs and for known miRNAs for the first time
(Additional file 7).
Because many miRNAs and target genes show tissue-

or growth condition-specific expression patterns, our
ability to verify predicted targets depends highly on the
treatments and tissues used to construct the degradome
libraries. As more degradome data from a variety of
tissues and treatments become available, it will be pos-
sible to verify targets for more miRNAs.

Abiotic stress-regulated miRNAs
The deep coverage of mature miRNAs provided by Illu-
mina sequencing allowed us to compare the normalized
count of each miRNA in a stressed library to that in the
control library to find miRNAs that were induced or
downregulated by the stress. Normalized expression
level was calculated as the number of mature miRNAs
per ten million clean small RNA reads (transcripts per
ten million, TPTM). A miRNA was identified as regu-
lated by a particular stress only if the following three
conditions were met: (1) normalized expression was
at least 100 TPTM in either control or stress library;
(2) log2 ratio of normalized expression under stress or
control was greater than 1 or less than −1; (3) test for
differential expression in stress versus control library
according to the Audic and Claverie (1997) [57,58]
method was significant (p ≤ 0.01). Applying this stringent
set of criteria, we identified 18, 15, and 10 miRNAs that
were regulated by drought, cold, and salt stress, respect-
ively (Table 1).
We observed an apparent difference in how a stress

would change the expression of miRNAs. Whereas the
majority of stress-regulated miRNAs were upregulated
by drought (12 out of 18) or cold stress (12 out of 15),
most salt-regulated miRNAs were downregulated (9 out
of 10). Whereas 16 miRNAs were regulated with only
one of the three abiotic stresses examined, 12 miRNAs
were regulated by two or three stresses (Table 1), indi-
cating that they might be involved in a pathway that is
shared in the response to different stresses. For example,
miR2871b was induced by all three abiotic stresses
examined in this study.
Among the miRNAs that were identified as stress-

regulated miRNAs here, some miRNA families have
been previously found to be regulated by certain stress,
either in rice or in other plants. For example, miR167,
miR393, miR396, miR529 have been shown to be regu-
lated by drought stress [25,42,59], miR393 and miR396
were shown to be regulated by cold stress [25,42,59],
and miR159, miR160, miR319, miR394, miR528, and
miR530 were shown to be regulated by salt stress
[25,29,59-61]. To the best of our knowledge, some miR-
NAs were found to be regulated by certain stress for the
first time in this study. This list includes miR1428,
miR160, miR1866, miR2275, miR2871, and miR530 that
were regulated by drought stress, miR1866, miR2275,
miR2871, miR394, and miR529 that were regulated by
cold stress, and miR1866 by salt stress. In addition, we
identified five novel miRNA candidates (osa-cand027, osa-
cand032, osa-cand042, osa-cand-052, and osa-cand056)
that were regulated by at least one of the three abiotic
stresses in rice inflorescences (Table 1). Among these
stress-regulated miRNAs, we randomly chose five miR-
NAs to confirm their expression patterns with Northern
blot assays. In general, the differential expression pat-
terns of miRNAs based on cloning frequencies in small
RNA sequencing libraries (Figure 1) were consistent
with Northern blot results (Figure 2), although the
strong upregulation of miRNA396 was only partially
reflected in Northern blots.
Targets for stress-regulated miRNAs were predicted

and confirmed based on degradome data analysis. As
shown in Table 1, targets of stress-regulated miRNAs
have diverse functions, mainly as transcriptional factors
such as MYB, auxin responsive factors and proteins with
F-box domains. Since miR2871 was upregulated in all
stress conditions tested, it is very likely that its target,
a glycosyltransferase family protein, is downregulated.
Therefore, negative regulation of glycosylation processes
may be a common mechanism to respond to a variety of
abiotic stresses. On the other hand, miR396 regulates
a family of growth factors in rice [42]. Its upregulation
in our drought and cold stress libraries suggests the
downregulation of growth factors, perhaps to redirect
resources to other parts of the plant in response to
drought. This confirms that growth regulation is a
mechanism highly sensitive to abiotic stresses.
Three miRNAs, miR394, miR530-3p and miR2275d

were upregulated by cold stress (Figure 1). The predicted
targets of miR394 are F-Box proteins of diverse func-
tions [46,62]. Interestingly, miR530-3p was strongly
accumulated in cold treated plants, while it was downre-
gulated by drought and salt stresses as predicted by
quantitative analysis and confirmed in Northern blots
(Table 1, Figure 2). This suggests a high level of speciali-
zation of miRNAs to respond to different abiotic stresses.
The expression patterns suggest that some elements need
to be regulated by drought and salt treatments, while the
same elements are regulated in an opposite way under cold
stress to regulate a cold specific mechanism.
We used very stringent criteria for determining stress-

regulated miRNAs. While it helps us reduce false posi-
tives, some true stress-regulated miRNAs may be missed.
For example, miR169 has been previously found to be
downregulated in drought-stressed Arabidopsis [27] and



Table 1 Abiotic stress-regulated miRNAs identified in rice inflorescences

MiRNA Family *Log2
(Drought/Ctrl)

*Log2
(Cold/Ctrl)

*Log2
(Salt/Ctrl)

Putative target

AAUUCACAGGCCCUAUCUUGUG miR1428 −2.71 # −0.82 −0.15 Cytochrome c

CUUGGAUUGAAGGGAGCUCU miR159 0.03 0.99 −1.57 # MYB family transcription factor

UGCCUGGCUCCCUGUAUGCCA miR160 0.28 0.29 −1.07 # Auxin response factor

UGCCUGGCUCCCUGAAUGCCA miR160 1.40 " 0.60 −0.37 Auxin response factor

GGAAUGUUGUCUGGCUCGGGG miR166 −1.69 # −0.65 −0.96 START domain containing protein

GGAAUGUUGUCUGGUCCGAGA miR166 −2.68 # 0.08 −0.63 START domain containing protein

UGAAGCUGCCAGCAUGAUCUA miR167 1.02 " 0.81 −0.79 Auxin response factor

UAUGCGUAAGACGGAUUCGUA miR1856 0.72 1.29 " 0.95

GAGGGAUUUUGCGGGAAUUUCACG miR1866 −4.67 # −7.00 # −1.49 # Hypotethical protein

UUCAGUUUCCUCUAAUAUCUCG miR2275d 1.46 " 1.62 " 0.09

CUUGUUUUUCUCCAAUAUCUCA miR2275e 1.37 " 1.83 " 0.15

AUUGUUUUUCUCCAAUAUCUCA miR2275c 1.32 " 1.32 " −0.02

UAUUUUAGUUUCUAUGGUCAC miR2871 1.12 " 1.96 " 1.56 " Glycosyltransferase family protein

UUGGACUGAAGGGUGCUCCC miR319 −0.46 −0.09 −1.46 # TCP family transcription factor

UCCAAAGGGAUCGCAUUGAUC miR393 1.26 " 0.98 0.55 F-box domain and LRR containing protein

UCAGUGCAAUCCCUUUGGAAU miR393 0.99 1.08 " 0.21 MYB family transcription factor

UUGGCAUUCUGUCCACCUCC miR394 0.21 1.19 " −2.94 # F-box domain containing protein

UUCCACAGCUUUCUUGAACUG miR396 0.69 1.09 " 0.34 Growth regulating factor

UUCCACAGCUUUCUUGAACUU miR396 1.03 " 2.09 " −0.14 Growth regulating factor

UCCACAGGCUUUCUUGAACUG miR396 1.17 " 1.32 " 0.06 Growth-regulating factor

UGGAAGGGGCAUGCAGAGGAG miR528 −0.70 −0.46 −1.39 # Plastocyanin-like domain containing protein

AGAAGAGAGAGAGUACAGCCU miR529 1.41 " 1.35 " 0.79 SBP-box gene family

AGGUGCAGAGGCAGAUGCAAC miR530-3p −2.23 # 1.09 " −2.06 # Hairpin-induced protein 1 domain
containing protein

UUGCUCUGAUACCAAUUGUCGG osa-cand027 2.35 " 0.60 −0.72

GAAGCUGCAGCUGUCAGAAGCUCC osa-cand032 −0.01 −0.64 −1.18 #
AAUGGCUUGUCUUGUUUUGUGUGC osa-cand042 −0.62 −2.82 # −1.24 #
UACAACUUCUUGUUGAUGGAAACU osa-cand052 −3.66 # −7.49 # −0.92

UAAAUGGAGAGAACGAAAGAG osa-cand056 1.25 " 0.96 0.32

*Log2 ratio of normalized miRNA expression in stress and control libraries. Ctrl: control condition; " and #: up- and downregulated in stress, respectively.
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salt-stressed Nicotiana [60], but induced by drought in
Nicotiana [60] and rice [45], and by UV irradiation in
Populus tremula [63]. miR169b and miR169c were highly
expressed in rice inflorescences and were apparently
upregulated by drought and cold stresses (Additional
file 2). However, the change of expression was a little bit
less than 2-fold in both cases and miR169 was not iden-
tified as stress-regulated miRNA based on our criteria.
The results of this work confirm that some miRNAs

may be involved in response to several abiotic stresses,
while others seem to be specific to an individual stress.
Differences in expression patterns could also be an effect
of the nature and severity of individual stress and the
level of impact that it has on the tissue under study. For
example, we observed that salt treated plants showed
clear symptoms of stress on the leaves, e.g. the rolling of
old leaves, while inflorescences did not appear to be
affected since the plants were able to recover and pro-
duced normal amount of seeds after they were irrigated
with NaCl-free nutrient solution. In contrast, cold and
drought stress caused apparent damage to the inflores-
cences. Even though plants were able to recover and
continued growing after stress treatments were removed,
both development of new inflorescences and production
of seeds were reduced, most likely due to stress-induced
sterility or permanent damage to floral structures.
It is interesting that, in general, we did not find dra-

matic changes in expression of miRNAs in response to
abiotic stresses and only a small fraction of miRNAs
showed some level of regulation. Overall, the slight
changes observed in the expression of miRNAs points to
the existence of a fine-tuning mechanism rather than a



Figure 1 Relative expression level of selected stress-regulated miRNAs in rice inflorescences. Log2 was calculated for the ratio of
normalized miRNA counts in each library to that in the control library.
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dramatic control of expression exerted by miRNAs
under drought, cold and salt stress in rice inflorescences.
This fine-tuning mechanism may be important in plants
to regulate gene expression without impacting negatively
growth and development.

Other known miRNAs that were regulated by stresses
Because we used a stringent set of criteria on miRNA
structure and expression pattern [48] for miRNA predic-
tion and identification, it is possible that some real miR-
NAs were left behind, including some stress-regulated
miRNAs. In order to find additional known miRNAs
that are regulated by abiotic stresses, we used the
mature miRNAs from the miRBase to query our small
Figure 2 Northern blot analysis of selected stress-regulated
miRNAs in rice inflorescences. Each sample contains 40 μg of total
RNAs from inflorescences of plants that were treated with drought
(D), cold (C) and salt (S) stress, or control (CRL) conditions,
respectively. U6 was used as control of equal loading as shown at
the bottom of each hybridization set.
RNA reads from each library and compared their fre-
quencies. We indeed found a few known miRNAs that
appear to be regulated by abiotic stresses (Table 2). We
confirmed their expression using Northern blot assays
(Figure 2) and the hybridization signals were in general
consistent with log2 ratios of mature miRNA counts
(Figure 1).

Transposon- and Repeat-derived miRNAs
In order to reduce false positives in miRNA discovery,
it is a general practice to remove small RNAs that are
highly similar to known transposable elements and
repetitive sequences from consideration. In our first
round of miRNA prediction, we did not consider small
RNA reads as potential mature miRNAs if they match
known transposons or repeats, or have a copy number
higher than 20 in the genome. However, recent studies
have shown that miRNAs could have originated from
transposons or repeats [64,65]. Rice genome is enriched
with miniature inverted-repeat transposable elements
(MITEs) [66] and other inverted repeats that once tran-
scribed, may form hairpin structures and be cleaved
into miRNAs by DCL1 or DCL3. To identify miRNAs
that may have been derived from transposons and
repeats, we relaxed the requirements in the first round
of miRNA prediction and used small RNA reads
that did have a match (alignment length ≥ 80% of
the length of the small RNA, and identity ≥ 80%) in the
rice repeats database (ftp://ftp.plantbiology.msu.edu/pub/
data/TIGR_Plant_Repeats) or Repbase [67] or have a copy
number (allowing up to 2 mismatches) higher than 20
in the genome, as anchor sequences for miRNA predic-
tion. We predicted 424 potential miRNA precursors
(Additional file 8). These precursors met all the criteria
for miRNA annotation, including precise cleavage and
strand bias in expression.

ftp://ftp.plantbiology.msu.edu/pub/data/TIGR_Plant_Repeats
ftp://ftp.plantbiology.msu.edu/pub/data/TIGR_Plant_Repeats


Table 2 Transposon- or repeat-derived miRNAs and other known miRNAs that were regulated with abiotic stresses

MiRNA Family *Log2
(Drought/Ctrl)

*Log2
(Cold/Ctrl)

*Log2
(Salt/Ctrl)

Putative target

UGGAUGUGACAUACUCUAGUA osa-cand066 0.72 1.27 " 0.42 LTPL8 - Protease inhibitor

UGGGAUACUGAUGUCGAGGUCGAG osa-cand084 −1.25 # −2.33 # −1.12 # Transposon protein

AUAAGACGGACAGUCAAAGUUGGA osa-cand085 −0.68 −0.71 −1.26 # Expressed protein

AAUGUAUGACGCUGUUGACUUUUA miR1884 −1.38 # −0.77 −0.15 AAA ATPase

AUGAAUGUGGGCAAUGCUAGAAAG miR809 −0.59 −1.54 # −0.77 Glutaredoxin 2, putative

AUGAAUGUGAGAAAUGCUAGAAUG miR809 −0.62 0.31 −2.08 # Glutaredoxin subgroup II

UAUGAAUGUGGGCAAUGCUAGAAA miR809 −1.35 # −0.88 −0.71 PPR repeat containing protein

TGAACACCGATATGCGTCATC miR810b.1 1.10 " 0.76 0.25 Unknown

AAGTGATTTAATTATGCCGTT miR810b.2 0.96 1.51 " 0.17 Unknown

TATGGATGGAGGTGTAACCCGATG miR1874-3p −3.20 # −3.40 # −0.62 Unknown

AGATGACATGTGAATGATGAGGGG miR1877 −3.61 # −8.34 # −0.83 Unknown

*Log2 ratio of normalized miRNA expression in stress and control libraries. Ctrl: control condition; " and #: up- and downregulated in stress, respectively.
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To further check the authenticity of these potential
miRNAs, we again examined their expression in the
DCL1IR-2, dcl3a-17, and rdr2-2 RNAi lines. Using the
same set of criteria for miRNA validation as stated earl-
ier, we found that 29 miRNAs were potentially generated
by DCL1 and 51 miRNAs that were generated by DCL3.
All these 80 miRNAs did not depend on RDR2 and were
sorted into AGO1 or AGO4 family proteins, respect-
ively, as expected. We inspected the types of transpos-
able elements or repeats from which these miRNAs have
originated and found that 53 (66%) miRNAs were
derived from MITEs, 11 from En/Spm DNA transposons,
7 from non LTR retrotransposon LINE1, and 9 from un-
classified repeats (Additional file 9). Compared to the
copy number abundance of different classes of TEs in
the genome, MITEs are apparently enriched in TEs
from which miRNAs were derived (Additional file 10).
Stowaway and adh were the two main types of MITEs
that contributed to miRNA origination, accounting for
37 and 11 miRNAs, respectively. Both 21nt cmiRNAs
and 24nt lmiRNAs originated from the same MITE
families such as Stowaway and adh, indicating that once
MITEs were transcribed, they could fold into hairpin
structures and be cleaved by either DCL1 or DCL3 pro-
teins. This list contains some known miRNAs in the
miRBase, including 7 miR166 family miRNAs derived
from a LINE element, two miR169 family miRNAs derived
from En/Spm transposons, and 19 miR809 family miRNAs
derived from MITEs (Additional file 9).
We were able to predict at least one target for 78

TE/repeat derived miRNAs, indicating these miRNAs
do have biological functions (Additional file 9).
Among the targets predicted with high confidence,
there are proteins such as 3-ketoacyl-CoA synthases
that are targeted by miR809 and are involved in the
biosynthesis of cuticular wax [68]. Other TE/repeat
derived miRNAs appear to target genes that encode
transcriptional activators (osa-cand064, osa-cand076,
osa-cand079, and miR809), proteins involved in sig-
naling cascades (osa-cand071 and osa-cand077), and
proteins that may be involved in regulation of transposon
and retrotransposon activity (miR166, osa-cand063, and
osa-cand084). These results suggest a potential role of
transposon- and repeat-derived miRNAs in important pro-
cesses in plant biology.
Using the same set of criteria for finding stress-

regulated miRNAs, we found that osa-cand066 was
upregulated by cold, osa-cand084 downregulated by all
three stresses, osa-cand085 downregulated by salt,
miR1884 downregulated by drought, some miR809 fam-
ily miRNAs downregulated by drought or cold (Table 2,
Additional file 9). It is remarkable that members of the
miR809 family are predicted to target F-box-containing
proteins and glutarredoxin. Many F-box proteins have
been found in the response to drought stress [69],
whereas glutarredoxins are proteins involved in the
defense against oxidative stress [70]. It is possible that
downregulation of miR809 triggers the accumulation
of these proteins in a mechanism to cope with the
abiotic stresses.

Conclusions
High-throughput sequencing is a cost-effective approach
for identification of novel miRNAs in the inflorescences
of rice. Deep sequencing also allows for comparison
of miRNA expression in different growth conditions
and for identification of stress-regulated miRNAs. Our
results suggest that miRNAs play important roles in rice
in response to abiotic stresses not only in vegetative
tissues as shown in previous studies, but also in repro-
ductive tissues. Further functional analysis of stress-
regulated miRNAs and their targets will allow us to dissect
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the complex miRNA-mediated pathways and networks in
plant stress responses.

Methods
Plant materials and stress treatments
Rice (Oryza sativa spp. japonica cv. Nipponbare) plants
were grown in a greenhouse at 28°C, 13 h light until
90 day old and were then randomly divided into four
groups. One group was used as untreated control, and
other three groups were treated with drought (water
withholding for 3 days), cold (5°C for 24 hours) or salt
(400 mM NaCl for 24 hours) stresses, respectively. After
control and stress treatments were applied, mature
inflorescences of 14–17 cm in length, in stage In 9 were
collected and stored at −80°C until RNA extraction. In-
florescence tissues, composed by rachis, branches and
spikelets from 10 plants per treatment, were used for
total RNA extraction with Trizol (Invitrogen). There
were no seeds in the collected tissues. The treatments
used in this work were set to induce an intermediate
level of stress, based on the development of clear, typical
stress symptoms in rice, such as leaf rolling and wilting,
while plants were still able to recover and resume
growth if they were transferred from the stress treat-
ments to normal growth condition.

Small RNA library construction and deep sequencing
Small RNA libraries were constructed following a stand-
ard method [25] with some modifications [71]. In brief,
total RNA was run in 15% denaturing polyacrylamide
gel and the 18-30nt small RNA fraction was excised and
eluted. After an adaptor was added to the 3’ end and
another to the 5’ end, small RNA constructs were
reverse-transcribed and amplified by PCR for 15 cycles.
The products were sequenced with an Illumina Genome
Analyzer at the UC Riverside Core Facilities.

Prediction of miRNAs
Raw reads from four small RNA libraries were first
processed to obtain clean reads. Only raw reads that
contained clear adaptor sequence were considered.
After adaptor sequence was removed, clean reads of at
least 18nt long were clustered into unique reads. We
first removed reads that match known rice repeats (ftp://
ftp.plantbiology.msu.edu/pub/data/TIGR_Plant_Repeats),
rRNAs, tRNAs, snRNAs, and snoRNAs and then used
an in-house miRNA prediction pipeline to predict miR-
NAs [49]. We mapped unique reads to the rice genome
assembly (version 6.1, ftp://ftp.plantbiology.msu.edu)
with SOAP2 [72], requiring perfect matches. To ensure
that our miRNA candidates did not come from highly
repetitive sequences, we removed unique reads that had
more than 20 hits (allowing up to 2 mismatches) in the
rice genome. Mapped reads with a minimum count of
10 were used as anchor sequences to extract surround-
ing DNA segments. These segments had one end at
20nt away from the mapping location on one side and
extended across the anchor sequence for 100 to 300nt
with a step size of 20nt. Extracted DNA segments were
folded into secondary structures using UNAFold [73]. A
segment was considered a valid miRNA candidate if its
secondary structure met the following criteria according
to Meyers et al. [48]: (1) free energy is at most −35 kcal/
mol; (2) number of mismatches between putative
miRNA and miRNA* is 4 or less; (3) number of asym-
metrical bulges in the stem region is no more than 1
and if exist, its size is 2 or less; (4) strand bias - the ratio
of small RNA reads that map to the positive and nega-
tive strands of the DNA segment is 5:1 or more (5) pre-
cise cleavage - reads that map to the miRNA and
miRNA* regions (defined as miRNA or miRNA* plus
2nt on the 5’ and 3’ ends) account for at least 75% of
reads that map to the segment. If more than one seg-
ment from the same locus met the above criteria, we
chose the segment with highest putative miRNA counts,
lowest free energy, or shortest length as the candidate
miRNA precursor.
We classified predicted miRNAs into families by

first comparing mature miRNAs with themselves
using the ssearch35 program in the FASTA package
(version 3.5) [74]. We then used a single-linkage algo-
rithm to put homologous miRNAs (up to two mis-
matches were allowed) into clusters. miRNAs from each
cluster were then compared to the known plant mature
miRNAs in the miRBase (Release 17) [75] using
ssearch35. If a cluster had a homologous known miRNA
(allowing up to two mismatches in the alignment), the
family number of the known miRNA was assigned to
the cluster, otherwise the cluster was annotated as a
new family.

Validation of predicted miRNAs
Mature miRNA sequences of predicted miRNAs were
searched in the published small RNA sequencing data
and their abundances were compared in the wild type
(WT) and three RNAi knockdown lines (dcl3a-17, rdr2-
2, and DCL1IR-2) [21], as well as small RNAs that were
pulled down with Argonaut proteins AGO1a, AGO1b,
AGO1c, AGO4a, AGO4b, and AGO16 [21,53]. A miRNA
was considered validated if it met four conditions: (1) its
normalized expression level (transcripts per ten million,
TPTM) was at least 50 in one of the four libraries (WT,
dcl3a-17, rdr2-2, and DCL1IR-2); (2) the ratio of normal-
ized expression in dcl3a-17 or DCL1IR-2 versus WT
was less than 0.5; (3) the ratio of normalized expression
in dcl3a-17 or DCL1IR-2 versus rdr2-2 was also less than
0.5; (4) the ratio of normalized expression in rdr2-2
versus WT was greater than 0.5.

ftp://ftp.plantbiology.msu.edu/pub/data/TIGR_Plant_Repeats
ftp://ftp.plantbiology.msu.edu/pub/data/TIGR_Plant_Repeats
ftp://ftp.plantbiology.msu.edu
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Prediction of miRNA targets
We used the predicted mature miRNAs as query to
search the annotated rice cDNAs with miRanda [76].
We scored the alignments between miRNAs and poten-
tial targets using a position-dependent, mispair penalty
system [11,50,77]. Each alignment was divided into two
regions: a core region that included positions 2–13 from
the 5’ end of the miRNA, and a general region that
contained other positions. In the general region, a pen-
alty score of 1 was given to a mismatch or a single-
nucleotide bulge or gap, and 0.5 to a G:U pair. Penalty
scores were doubled in the core region. A gene was con-
sidered a valid target if the alignment between miRNA
and target met two conditions: (1) the penalty score is
4 or less; (2) total number of bulges and gaps is less than
2. Predicted miRNA-targets were further validated by
searching two public degradome datasets from Oryza
sativa ssp. japonica [46,53] using the CleaveLand soft-
ware [56] with default parameters.

Northern blot assays
Northern blot assays were performed to confirm a
selected set of stress-regulated miRNAs. Briefly, 40 μg of
total RNA obtained from inflorescences were loaded in
15% denaturing polyacrylamide gels and transferred to a
nylon membrane (Hybond NX). The RNA was then
fixed to the membrane by chemical cross-linking [78].
Blots were hybridized to radioactive probes complemen-
tary to mature miRNAs at 38°C overnight (probe
sequences are provided in Additional file 11). Mem-
branes were then washed twice with 2X SSC, 0.1% SDS
solution for 5 minutes each, and exposed to X-ray films
for autoradiography.

Additional files

Additional file 1: Summary of small RNA sequencing data. Detailed
information of preprocessing of small RNA reads from four libraries
in rice inflorescences.

Additional file 2: miRNAs that were identified in rice inflorescences.
Detailed information of the predicted rice miRNAs and their targets.

Additional file 3: Predicted secondary structures of the precursors
of new miRNA candidates. Free energy and miRNA ID are on the
bottom of each structure. Nucleotides that constitute mature RNAs are
drawn in blue.

Additional file 4: Small RNA reads from four libraries that were
mapped to the precursors of new candidate miRNAs. On each map,
the first line contains the miRNA ID. The second line contains the miRNA
precursor sequence, with mature miRNA region in red. The third line
contains the notation of secondary structure with parentheses denoting
base-pairing and dots denoting mismatches or bulges. The number on
the right is the free energy. Every line starting from line 4 contains the
sequence, mapping position, and count of a mapped unique small
RNA read.

Additional file 5: Detailed information of known miRNAs that were
identified in rice inflorescences. For each miRNA gene that match a
known miRNA gene in the miRBase, precursor sequence is listed first,
followed by alignment of mature miRNA sequence identified in this
study, and then alignment of mature miRNA sequence that is listed in
the miRBase (if it is different). Length of miRNA and normalized
expression values in four small RNA libraries are listed on the right side of
each mature miRNA.

Additional file 6: Validation of predicted miRNAs with published
small RNA data from DCL1, DCL3, RDR2 RNAi lines and small RNAs
in Argonaut protein pulldown.

Additional file 7: Confirmation of some of the predicted targets
using two published degradome data in rice.

Additional file 8: Candidate miRNAs that are derived from
transposons or repeats. Candidate miRNAs that were predicted using
anchor sRNAs that match annotated transposons or repeats, or have high
copy number (>20) in the genome.

Additional file 9: Detailed information of 80 candidate miRNAs
that were derived from transposable elements or repeats and
were validated with expression data from DCL1, DCL3, and RDR2
RNAi lines.

Additional file 10: MITEs are rich sources for generating miRNAs.
Relative abundance of different classes of TEs in the genome is
compared to the proportion of miRNAs that were derived from different
classes of TEs. MITEs are apparently enriched in TEs from which miRNAs
were derived.

Additional file 11: List of oligos that were used as probes to detect
the expression of miRNAs in Northern blot assays. Probes are
complimentary to the predicted mature miRNA sequences.

Accession number
Deep sequencing data from the four small RNA libraries have been
deposited in the NCBI/GEO database with accession number GSE26357.

Authors’ contributions
BEB-F, J-KZ, and RL conceived the study. BEB-F, ZW, and JZ carried out the
experiments. BEB-F, LG, ZW, XZ, and RL analyzed the data, LG and RL
contributed new analysis tools, BEB-F and RL wrote the paper, J-KZ and HJ
edited the paper. All authors read and approved the final manuscript.

Acknowledgements
This work was supported by National Institutes of Health grant
R01GM059138 and United States Department of Agriculture grant CA-R*-
BPS-7806-CG to J-KZ, UCR Initial Complement Fund and A USDA hatch fund
(CA-R*-BPS-7754 H) to RL, National Science Foundation grant MCB0950242
to JZ, and UC-MEXUS and CONACYT-Mexico fellowships to BEB-F.

Author details
1Department of Botany and Plant Sciences and Institute for Integrative
Genome Biology, University of California, Riverside, CA 92521, USA. 2Instituto
de Biotecnología, Universidad del Papaloapan, Tuxtepec, Oaxaca 38601,
Mexico. 3Department of Computer Science and Engineering, Washington
University in St. Louis, St. Louis, MO 63130, USA. 4Department of Plant
Science and Landscape Architecture, University of Maryland, College Park,
MD 20742, USA. 5Department of Plant Pathology and Microbiology, Center
for Plant Cell Biology and Institute for Integrative Genome Biology, University
of California, Riverside, CA 92521, USA. 6Department of Horticulture and
Landscape Architecture, Purdue University, West Lafayette, IN 47907, USA.

Received: 4 April 2012 Accepted: 24 July 2012
Published: 3 August 2012

References
1. Zamore PD, Haley B: Ribo-gnome: the big world of small RNAs. Science

2005, 309(5740):1519–1524.
2. Bonnet E, Van de Peer Y, Rouze P: The small RNA world of plants. New

Phytol 2006, 171(3):451–468.
3. Zhang B, Pan X, Cobb GP, Anderson TA: Plant microRNA: a small

regulatory molecule with big impact. Dev Biol 2006, 289(1):3–16.
4. Vazquez F: Arabidopsis endogenous small RNAs: highways and byways.

Trends Plant Sci 2006, 11(9):460–468.

http://www.biomedcentral.com/supplementary/1471-2229-12-132-S1.doc
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S2.xls
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S3.pdf
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S4.pdf
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S5.xls
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S6.xls
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S7.xls
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S8.xls
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S9.xls
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S10.ppt
http://www.biomedcentral.com/supplementary/1471-2229-12-132-S11.xls


Barrera-Figueroa et al. BMC Plant Biology 2012, 12:132 Page 10 of 11
http://www.biomedcentral.com/1471-2229/12/132
5. Jin H, Zhu JK: How many ways are there to generate small RNAs? Mol Cell
2010, 38(6):775–777.

6. Vazquez F, Legrand S, Windels D: The biosynthetic pathways and
biological scopes of plant small RNAs. Trends Plant Sci 2010,
15(6):337–345.

7. Vaucheret H: Post-transcriptional small RNA pathways in plants:
mechanisms and regulations. Genes Dev 2006, 20(7):759–771.

8. Sunkar R, Zhu JK: Micro RNAs and short-interfering RNAs in plants. J Integr
Plant Biol 2007, 49(6):817–826.

9. Ramachandran V, Chen XM: Small RNA metabolism in Arabidopsis. Trends
Plant Sci 2008, 13(7):368–374.

10. Chinnusamy V, Zhu JK: RNA-directed DNA methylation and
demethylation in plants. Sci China C Life Sci 2009, 52(4):331–343.

11. Allen E, Xie Z, Gustafson AM, Carrington JC: microRNA-directed
phasing during trans-acting siRNA biogenesis in plants. Cell 2005,
121(2):207–221.

12. Katiyar-Agarwal S, Gao S, Vivian-Smith A, Jin H: A novel class of
bacteria-induced small RNAs in Arabidopsis. Genes Dev 2007,
21(23):3123–3134.

13. Borsani O, Zhu J, Verslues PE, Sunkar R, Zhu JK: Endogenous siRNAs
derived from a pair of natural cis-antisense transcripts regulate salt
tolerance in Arabidopsis. Cell 2005, 123(7):1279–1291.

14. Jin H, Vacic V, Girke T, Lonardi S, Zhu JK: Small RNAs and the regulation of
cis-natural antisense transcripts in Arabidopsis. BMC Mol Biol 2008, 9:6.

15. Katiyar-Agarwal S, Morgan R, Dahlbeck D, Borsani O, Villegas A, Zhu JK,
Staskawicz BJ, Jin H: A pathogen-inducible endogenous siRNA in plant
immunity. Proc Natl Acad Sci USA 2006, 103(47):18002–18007.

16. Bartel DP: MicroRNAs: genomics, biogenesis, mechanism, and function.
Cell 2004, 116(2):281–297.

17. Chen X: MicroRNA biogenesis and function in plants. FEBS Lett 2005,
579(26):5923–5931.

18. Zhang X, Zhao H, Gao S, Wang WC, Katiyar-Agarwal S, Huang HD, Raikhel N,
Jin H: Arabidopsis argonaute 2 regulates innate immunity via
miRNA393*-mediated silencing of a golgi-localized SNARE Gene,
MEMB12. Mol Cell 2011, 42(3):356–366.

19. Chen X: A microRNA as a translational repressor of APETALA2 in
Arabidopsis flower development. Science 2004, 303(5666):2022–2025.

20. Brodersen P, Sakvarelidze-Achard L, Bruun-Rasmussen M, Dunoyer P,
Yamamoto YY, Sieburth L, Voinnet O: Widespread translational inhibition
by plant miRNAs and siRNAs. Science 2008, 320(5880):1185–1190.

21. Wu L, Zhou H, Zhang Q, Zhang J, Ni F, Liu C, Qi Y: DNA methylation
mediated by a microRNA pathway. Mol Cell 2010, 38(3):465–475.

22. Dalmay T: Short RNAs in environmental adaptation. Proc Biol Sci 2006,
273(1594):1579–1585.

23. Jones-Rhoades MW, Bartel DP, Bartel B: MicroRNAs and their regulatory
roles in plants. Annu Rev Plant Biol 2006, 57:19–53.

24. Sunkar R, Chinnusamy V, Zhu J, Zhu JK: Small RNAs as big players in plant
abiotic stress responses and nutrient deprivation. Trends Plant Sci 2007,
12(7):301–309.

25. Sunkar R, Zhu JK: Novel and stress-regulated microRNAs and other small
RNAs from Arabidopsis. Plant Cell 2004, 16(8):2001–2019.

26. Sunkar R, Kapoor A, Zhu JK: Posttranscriptional induction of two Cu/Zn
superoxide dismutase genes in Arabidopsis is mediated by
downregulation of miR398 and important for oxidative stress tolerance.
Plant Cell 2006, 18(8):2051–2065.

27. Li WX, Oono Y, Zhu J, He XJ, Wu JM, Iida K, Lu XY, Cui X, Jin H, Zhu JK:
The Arabidopsis NFYA5 transcription factor is regulated transcriptionally
and posttranscriptionally to promote drought resistance. Plant Cell 2008,
20(8):2238–2251.

28. Liu Q, Zhang YC, Wang CY, Luo YC, Huang QJ, Chen SY, Zhou H, Qu LH,
Chen YQ: Expression analysis of phytohormone-regulated microRNAs in
rice, implying their regulation roles in plant hormone signaling. FEBS Lett
2009, 583(4):723–728.

29. Ding YF, Chen Z, Zhu C: Microarray-based analysis of cadmium-
responsive microRNAs in rice (Oryza sativa). J Exp Bot 2011,
62(10):3563–3573.

30. Li BS, Qin YR, Duan H, Yin WL, Xia XL: Genome-wide characterization of
new and drought stress responsive microRNAs in Populus euphratica.
J Exp Bot 2011, 62(11):3765–3779.

31. Valdes-Lopez O, Yang SS, Aparicio-Fabre R, Graham PH, Reyes JL, Vance CP,
Hernandez G: MicroRNA expression profile in common bean (Phaseolus
vulgaris) under nutrient deficiency stresses and manganese toxicity. New
Phytol 2010, 187(3):805–818.

32. Kulcheski FR, de Oliveira LFV, Molina LG, Almerao MP, Rodrigues FA,
Marcolino J, Barbosa JF, Stolf-Moreira R, Nepomuceno AL, Marcelino-
Guimaraes FC, et al: Identification of novel soybean microRNAs involved
in abiotic and biotic stresses. BMC Genomics 2011, 12:307.

33. Xin MM, Wang Y, Yao YY, Xie CJ, Peng HR, Ni ZF, Sun QX: Diverse set of
microRNAs are responsive to powdery mildew infection and heat stress
in wheat (Triticum aestivum L.). BMC Plant Biol 2010, 10:123.

34. Kantar M, Lucas SJ, Budak H: miRNA expression patterns of Triticum
dicoccoides in response to shock drought stress. Planta 2011,
233(3):471–484.

35. Ding D, Zhang LF, Wang H, Liu ZJ, Zhang ZX, Zheng YL: Differential
expression of miRNAs in response to salt stress in maize roots. Ann Bot
2009, 103(1):29–38.

36. Sunkar R, Girke T, Jain PK, Zhu JK: Cloning and characterization of
MicroRNAs from rice. Plant Cell 2005, 17(5):1397–1411.

37. Nobuta K, Venu RC, Lu C, Belo A, Vemaraju K, Kulkarni K, Wang WZ, Pillay M,
Green PJ, Wang GL, et al: An expression atlas of rice mRNAs and small
RNAs. Nat Biotechnol 2007, 25(4):473–477.

38. Sunkar R, Zhou XF, Zheng Y, Zhang WX, Zhu JK: Identification of novel and
candidate miRNAs in rice by high throughput sequencing. BMC Plant Biol
2008, 8:25.

39. Zhu QH, Spriggs A, Matthew L, Fan LJ, Kennedy G, Gubler F, Helliwell C: A
diverse set of microRNAs and microRNA-like small RNAs in developing
rice grains. Genome Res 2008, 18(9):1456–1465.

40. Huang SQ, Peng J, Qiu CX, Yang ZM: Heavy metal-regulated new
microRNAs from rice. J Inorg Biochem 2009, 103(2):282–287.

41. Shen J, Xie K, Xiong L: Global expression profiling of rice microRNAs by
one-tube stem-loop reverse transcription quantitative PCR revealed
important roles of microRNAs in abiotic stress responses. Mol Genet
Genomics 2010, 284(6):477–488.

42. Zhou L, Liu Y, Liu Z, Kong D, Duan M, Luo L: Genome-wide identification
and analysis of drought-responsive microRNAs in Oryza sativa. J Exp Bot
2010, 61(15):4157–4168.

43. Lv DK, Bai X, Li Y, Ding XD, Ge Y, Cai H, Ji W, Wu N, Zhu YM: Profiling of
cold-stress-responsive miRNAs in rice by microarrays. Gene 2010,
459(1–2):39–47.

44. Li T, Li H, Zhang YX, Liu JY: Identification and analysis of seven H2O2-
responsive miRNAs and 32 new miRNAs in the seedlings of rice (Oryza
sativa L. ssp indica). Nucleic Acids Res 2011, 39(7):2821–2833.

45. Zhao BT, Liang RQ, Ge LF, Li W, Xiao HS, Lin HX, Ruan KC, Jin YX:
Identification of drought-induced microRNAs in rice. Biochem Biophys Res
Commun 2007, 354(2):585–590.

46. Li YF, Zheng Y, Addo-Quaye C, Zhang L, Saini A, Jagadeeswaran G, Axtell
MJ, Zhang WX, Sunkar R: Transcriptome-wide identification of microRNA
targets in rice. Plant J 2010, 62(5):742–759.

47. Duan K, Luo YH, Luo D, Xu ZH, Xue HW: New insights into the complex
and coordinated transcriptional regulation networks underlying rice
seed development through cDNA chip-based analysis. Plant Mol Biol
2005, 57(6):785–804.

48. Meyers BC, Axtell MJ, Bartel B, Bartel DP, Baulcombe D, Bowman JL, Cao X,
Carrington JC, Chen X, Green PJ, et al: Criteria for annotation of plant
microRNAs. Plant Cell 2008, 20(12):3186–3190.

49. Barrera-Figueroa BE, Gao L, Diop NN, Wu Z, Ehlers JD, Roberts PA, Close TJ,
Zhu JK, Liu R: Identification and comparative analysis of drought-
associated microRNAs in two cowpea genotypes. BMC Plant Biol 2011,
11:127.

50. Griffiths-Jones S, Grocock RJ, van Dongen S, Bateman A, Enright AJ:
miRBase: microRNA sequences, targets and gene nomenclature. Nucleic
Acids Res 2006, 34:D140–D144.

51. Jiao Y, Song W, Zhang M, Lai J: Identification of novel maize miRNAs by
measuring the precision of precursor processing. BMC Plant Biol 2011,
11:141.

52. Liu B, Li P, Li X, Liu C, Cao S, Chu C, Cao X: Loss of function of OsDCL1
affects microRNA accumulation and causes developmental defects in
rice. Plant Physiol 2005, 139(1):296–305.

53. Wu L, Zhang QQ, Zhou HY, Ni FR, Wu XY, Qi YJ: Rice microRNA effector
complexes and targets. Plant Cell 2009, 21(11):3421–3435.

54. German MA, Pillay M, Jeong DH, Hetawal A, Luo SJ, Janardhanan P,
Kannan V, Rymarquis LA, Nobuta K, German R, et al: Global identification



Barrera-Figueroa et al. BMC Plant Biology 2012, 12:132 Page 11 of 11
http://www.biomedcentral.com/1471-2229/12/132
of microRNA-target RNA pairs by parallel analysis of RNA ends. Nat
Biotechnol 2008, 26(8):941–946.

55. Addo-Quaye C, Eshoo TW, Bartel DP, Axtell MJ: Endogenous siRNA and
miRNA targets identified by sequencing of the Arabidopsis degradome.
Curr Biol 2008, 18(10):758–762.

56. Addo-Quaye C, Miller W, Axtell MJ: CleaveLand: a pipeline for using
degradome data to find cleaved small RNA targets. Bioinformatics 2009,
25(1):130–131.

57. Audic S, Claverie JM: The significance of digital gene expression profiles.
Genome Res 1997, 7(10):986–995.

58. Gonzalez-Ballester D, Casero D, Cokus S, Pellegrini M, Merchant SS,
Grossman AR: RNA-seq analysis of sulfur-deprived Chlamydomonas cells
reveals aspects of acclimation critical for cell survival. Plant Cell 2010,
22(6):2058–2084.

59. Liu HH, Tian X, Li YJ, Wu CA, Zheng CC: Microarray-based analysis of
stress-regulated microRNAs in Arabidopsis thaliana. RNA 2008,
14(5):836–843.

60. Frazier TP, Sun G, Burklew CE, Zhang B: Salt and drought stresses induce
the aberrant expression of microRNA genes in tobacco. Mol Biotechnol
2011, 49(2):159–165.

61. Jia X, Wang WX, Ren L, Chen QJ, Mendu V, Willcut B, Dinkins R, Tang X,
Tang G: Differential and dynamic regulation of miR398 in response to
ABA and salt stress in Populus tremula and Arabidopsis thaliana. Plant Mol
Biol 2009, 71(1–2):51–59.

62. Dai X, Zhuang Z, Zhao PX: Computational analysis of miRNA targets
in plants: current status and challenges. Brief Bioinform 2010,
12(2):115–121.

63. Jia X, Ren L, Chen QJ, Li R, Tang G: UV-B-responsive microRNAs in Populus
tremula. J Plant Physiol 2009, 166(18):2046–2057.

64. Piriyapongsa J, Jordan IK: Dual coding of siRNAs and miRNAs by plant
transposable elements. RNA 2008, 14(5):814–821.

65. Li Y, Li CQ, Xia J, Jin YX: Domestication of transposable elements into
microRNA genes in plants. PLoS One 2011, 6(5):e19212.

66. Feschotte C, Jiang N, Wessler SR: Plant transposable elements: where
genetics meets genomics. Nat Rev Genet 2002, 3(5):329–341.

67. Jurka J, Kapitonov VV, Pavlicek A, Klonowski P, Kohany O, Walichiewicz J:
Repbase update, a database of eukaryotic repetitive elements. Cytogenet
Genome Res 2005, 110(1–4):462–467.

68. Lee SB, Jung SJ, Go YS, Kim HU, Kim JK, Cho HJ, Park OK, Suh MC:
Two Arabidopsis 3-ketoacyl CoA synthase genes, KCS20 and KCS2/
DAISY, are functionally redundant in cuticular wax and root suberin
biosynthesis, but differentially controlled by osmotic stress. Plant J 2009,
60(3):462–475.

69. Yan YS, Chen XY, Yang K, Sun ZX, Fu YP, Zhang YM, Fang RX:
Overexpression of an F-box protein gene reduces abiotic stress
tolerance and promotes root growth in rice. Mol Plant 2011,
4(1):190–197.

70. Garg R, Jhanwar S, Tyagi AK, Jain M: Genome-wide survey and expression
analysis suggest diverse roles of glutaredoxin gene family members
during development and response to various stimuli in rice. DNA Res
2010, 17(6):353–367.

71. Ghildiyal M, Seitz H, Horwich MD, Li CJ, Du TT, Lee S, Xu J, Kittler ELW,
Zapp ML, Weng ZP, et al: Endogenous siRNAs derived from
transposons and mRNAs in Drosophila somatic cells. Science 2008,
320(5879):1077–1081.

72. Li R, Yu C, Li Y, Lam TW, Yiu SM, Kristiansen K, Wang J: SOAP2: an
improved ultrafast tool for short read alignment. Bioinformatics 2009,
25(15):1966–1967.

73. Markham NR, Zuker M: UNAFold: software for nucleic acid folding and
hybriziation. In Bioinformatics, Volume II Structure, Function and Applications.
Edited by Keith JM. Totowa, NJ: Humana Press; 2008:3–31.

74. Pearson WR: Flexible sequence similarity searching with the FASTA3
program package. Methods Mol Biol 2000, 132:185–219.

75. Kozomara A, Griffiths-Jones S: miRBase: integrating microRNA
annotation and deep-sequencing data. Nucleic Acids Res 2011,
39(Database issue):D152–D157.

76. Enright AJ, John B, Gaul U, Tuschl T, Sander C, Marks DS: MicroRNA targets
in Drosophila. Genome Biol 2003, 5(1):R1.

77. Fahlgren N, Howell MD, Kasschau KD, Chapman EJ, Sullivan CM, Cumbie JS,
Givan SA, Law TF, Grant SR, Dangl JL, et al: High-throughput sequencing
of Arabidopsis microRNAs: evidence for frequent birth and death of
MIRNA genes. PLoS One 2007, 2(2):e219.

78. Pall GS, Hamilton AJ: Improved northern blot method for enhanced
detection of small RNA. Nat Protoc 2008, 3(6):1077–1084.

doi:10.1186/1471-2229-12-132
Cite this article as: Barrera-Figueroa et al.: High throughput sequencing
reveals novel and abiotic stress-regulated microRNAs
in the inflorescences of rice. BMC Plant Biology 2012 12:132.
Submit your next manuscript to BioMed Central
and take full advantage of: 

• Convenient online submission

• Thorough peer review

• No space constraints or color figure charges

• Immediate publication on acceptance

• Inclusion in PubMed, CAS, Scopus and Google Scholar

• Research which is freely available for redistribution

Submit your manuscript at 
www.biomedcentral.com/submit


	Abstract
	Background
	Results
	Conclusion

	Background
	Results and discussion
	Identification of miRNAs
	Validation of predicted miRNAs
	Prediction and confirmation of miRNA targets
	Abiotic &b_k;stress-&e_k;&b_k;regulated&e_k; miRNAs

	link_Tab1
	Other known miRNAs that were regulated by stresses
	Transposon- and &b_k;Repeat-&e_k;&b_k;derived&e_k; miRNAs

	link_Fig2
	link_Fig1
	Conclusions
	link_Tab2
	Methods
	Plant materials and stress treatments
	Small RNA library construction and deep sequencing
	Prediction of miRNAs
	Validation of predicted miRNAs
	Prediction of miRNA targets
	Northern blot assays

	Additional files
	Accession number
	Authors´ contributions
	Acknowledgements
	Author details
	References
	link_CR1
	link_CR2
	link_CR3
	link_CR4
	link_CR5
	link_CR6
	link_CR7
	link_CR8
	link_CR9
	link_CR10
	link_CR11
	link_CR12
	link_CR13
	link_CR14
	link_CR15
	link_CR16
	link_CR17
	link_CR18
	link_CR19
	link_CR20
	link_CR21
	link_CR22
	link_CR23
	link_CR24
	link_CR25
	link_CR26
	link_CR27
	link_CR28
	link_CR29
	link_CR30
	link_CR31
	link_CR32
	link_CR33
	link_CR34
	link_CR35
	link_CR36
	link_CR37
	link_CR38
	link_CR39
	link_CR40
	link_CR41
	link_CR42
	link_CR43
	link_CR44
	link_CR45
	link_CR46
	link_CR47
	link_CR48
	link_CR49
	link_CR50
	link_CR51
	link_CR52
	link_CR53
	link_CR54
	link_CR55
	link_CR56
	link_CR57
	link_CR58
	link_CR59
	link_CR60
	link_CR61
	link_CR62
	link_CR63
	link_CR64
	link_CR65
	link_CR66
	link_CR67
	link_CR68
	link_CR69
	link_CR70
	link_CR71
	link_CR72
	link_CR73
	link_CR74
	link_CR75
	link_CR76
	link_CR77
	link_CR78


<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /PageByPage
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 300
  /ColorImageMinResolutionPolicy /OK
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 300
  /GrayImageMinResolutionPolicy /OK
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 1200
  /MonoImageMinResolutionPolicy /OK
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<

    /BGR <>
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000500044004600206587686353ef901a8fc7684c976262535370673a548c002000700072006f006f00660065007200208fdb884c9ad88d2891cf62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef653ef5728684c9762537088686a5f548c002000700072006f006f00660065007200204e0a73725f979ad854c18cea7684521753706548679c300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /CZE <>
    /DAN <>
    /DEU <>
    /ESP <>
    /ETI <>
    /FRA <>
    /GRE <>

    /HRV <>
    /HUN <>
    /ITA <>
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020b370c2a4d06cd0d10020d504b9b0d1300020bc0f0020ad50c815ae30c5d0c11c0020ace0d488c9c8b85c0020c778c1c4d560002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /LTH <>
    /LVI <>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken voor kwaliteitsafdrukken op desktopprinters en proofers. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /POL <>
    /PTB <>
    /RUM <>
    /RUS <>
    /SKY <>
    /SLV <>
    /SUO <>
    /SVE <>
    /TUR <>
    /UKR <>
    /ENU (Use these settings to create Adobe PDF documents for quality printing on desktop printers and proofers.  Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
  /Namespace [
    (Adobe)
    (Common)
    (1.0)
  ]
  /OtherNamespaces [
    <<
      /AsReaderSpreads false
      /CropImagesToFrames true
      /ErrorControl /WarnAndContinue
      /FlattenerIgnoreSpreadOverrides false
      /IncludeGuidesGrids false
      /IncludeNonPrinting false
      /IncludeSlug false
      /Namespace [
        (Adobe)
        (InDesign)
        (4.0)
      ]
      /OmitPlacedBitmaps false
      /OmitPlacedEPS false
      /OmitPlacedPDF false
      /SimulateOverprint /Legacy
    >>
    <<
      /AddBleedMarks false
      /AddColorBars false
      /AddCropMarks false
      /AddPageInfo false
      /AddRegMarks false
      /ConvertColors /NoConversion
      /DestinationProfileName ()
      /DestinationProfileSelector /NA
      /Downsample16BitImages true
      /FlattenerPreset <<
        /PresetSelector /MediumResolution
      >>
      /FormElements false
      /GenerateStructure true
      /IncludeBookmarks false
      /IncludeHyperlinks false
      /IncludeInteractive false
      /IncludeLayers false
      /IncludeProfiles true
      /MultimediaHandling /UseObjectSettings
      /Namespace [
        (Adobe)
        (CreativeSuite)
        (2.0)
      ]
      /PDFXOutputIntentProfileSelector /NA
      /PreserveEditing true
      /UntaggedCMYKHandling /LeaveUntagged
      /UntaggedRGBHandling /LeaveUntagged
      /UseDocumentBleed false
    >>
  ]
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [595.440 793.440]
>> setpagedevice


