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Nitrogen limitation and high density responses in
rice suggest a role for ethylene under high
density stress
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Abstract

Background: High density stress, also known as intraspecies competition, causes significant yield losses in a wide
variety of crop plants. At the same time, increases in density tolerance through selective breeding and the
concomitant ability to plant crops at a higher population density has been one of the most important factors in
the development of high yielding modern cultivars.

Results: Physiological changes underlying high density stress were examined in Oryza sativa plants over the course
of a life cycle by assessing differences in gene expression and metabolism. Moreover, the nitrogen limitation was
examined in parallel with high density stress to gain a better understanding of physiological responses specific to
high density stress. While both nitrogen limitation and high density resulted in decreased shoot fresh weight, tiller
number, plant height and chlorophyll content, high density stress alone had a greater impact on physiological
factors. Decreases in aspartate and glutamate concentration were found in plants grown under both stress
conditions; however, high density stress had a more significant effect on the concentration of these amino acids.
Global transcriptome analysis revealed a large proportion of genes with altered expression in response to both
stresses. The presence of ethylene-associated genes in a majority of density responsive genes was investigated
further. Expression of ethylene biosynthesis genes ACC synthase 1, ACC synthase 2 and ACC oxidase 7 were found
to be upregulated in plants under high density stress. Plants at high density were also found to up regulate
ethylene-associated genes and senescence genes, while cytokinin response and biosynthesis genes were down
regulated, consistent with higher ethylene production.

Conclusions: High density stress has similar but greater impact on plant growth and development compared to
nitrogen limitation. Global transcriptome changes implicate ethylene as a volatile signal used to communicate
proximity in under dense population growth condition and suggest a role for phytohormones in high density stress
response in rice plants.
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Background
Recent estimates by the World Health Organization pre-
dict that the global population will approach 9 billion
people by 2050 (www.who.int). Consequently, crop pro-
duction will have to increase dramatically above current
levels in order to sustain the human population. To in-
crease yield per unit area one can either increase the
amount an individual plant can produce or grow more
plants per unit area. One of the challenges of the latter
strategy is to maintain yield despite density stress im-
posed on crops planted in close proximity. Modern crop
plants have been selected for their ability to produce
higher yields per unit area, be more resistant to biotic
and abiotic stresses, and have higher density tolerance
[1-3]. Plant breeders have been selecting lines that better
tolerate density stress, which has in turn led to a signifi-
cant increase in the number of plants per unit area and
thus increased yield [4]. However, the yield gains of
major crops are predicted to decline in the near future,
thus more innovative and targeted plant breeding strat-
egies will be necessary to avoid food shortages in the fu-
ture [5,6]. Since crop productivity is adversely affected
by a wide array of abiotic and biotic stressors, the eluci-
dation of mechanisms underlying stress response in
plants is important to ameliorate the negative effect of
these factors on yield.
High density stress has been studied mostly from agro-

nomic (e.g. yield) and physiological perspectives. Simple
one-dimensional stresses, such as nitrogen limitation,
have been studied in great detail over the years, while
the more complicated/multi-factorial stresses, such as
high density, have not received the same attention [7].
As planting density increases, yield exhibits a saturation-
type curve and eventually plateaus; further increase in
planting density beyond a certain point fails to increase
yields and yield actually decreases when density gets too
high [8]. Many years of artificial selection have produced
crop plants that tolerate higher planting densities. For
example, newer inbreds are able to grow better and
maintain yields under high density stress compared to
older ones due to more efficient resource capture [9].
Low plant-to-plant variability positively contributes to
the yield increases in corn inbreds [9]. Furthermore,
corn inbreds that were characterized as leafy with re-
duced stature were able to outperform other lines under
high density growth conditions [10]. Modern varieties of
osier willow (Salix viminalis) with more erect architec-
ture were able to better tolerate high density stress [11].
However, selection of plant varieties with better high
density tolerance does not address questions about
mechanisms underlying high density stress response.
Molecular mechanisms underlying high density stress

response have not been studied in great detail. High
density stress has been typically examined in the context
of shade avoidance response, especially as it pertains to
changes in the ratio of red:far-red (R:FR) light [12].
However, high density stress also results in the shortage
of nutrients, water, and light in addition to changes in
light quality. The molecular and physiological response
to the combination of these factors warrants further in-
vestigation of high density stress response under field
like conditions. A recent microarray profiling study of
barley and maize seedlings grown under high density
stress found changes in genes associated with light
intensity, auxin and lipid transfer were differentially
expressed in barley and maize seedlings [13]. However,
high population density stress did not result in major de-
tectable changes in the transcriptome at the early stages
of barley and maize life cycles despite detectable mor-
phological changes [13]. In contrast, Arabidopsis studies
have been able to identify groups of genes involved in
high density stress response. For example, a significant
portion of genes affected by high density stress are
involved in nitrogen metabolism according to gene
ontology classification [14]. Furthermore, brassinoster-
oid, salicylic acid analogue benzothiadiazole, abscisic
acid and methyl jasmonate responsive genes were over-
represented in plants grown under high population
density condition [14]. Differential regulation of patho-
gen response genes has been observed in Arabidopsis
plants grown under high density stress [15].
Various combinations of stresses and growth condi-

tions have been used to identify relevant pathways
underlying high density stress response. Intra-specific
competition between rice plants and inter-specific com-
petition between rice plants and weeds were used to de-
termine general characteristics, such as upright leaf
architecture and large leaf area, and infer similarities in
genetic factors and physiological pathways between the
two growth conditions [16]. Shading plants grown under
various densities has been used to intensify the stress by
increasing competition for light. Decreases in yield due
to both stresses were attributed mainly to reduction in
photosynthesis [17]. Drought can be one of many com-
ponents of high density stress. A modern maize hybrid
grown under high density stress with limiting amounts
of water was found to up-regulate more genes in re-
sponse to density stress according to global gene ex-
pression analysis of the roots. Furthermore, a greater
proportion of differentially regulated genes in the newer
hybrid were similar to drought response genes identified
in a previous study by Seki and colleagues [18,19].
The main objective of the current study was to utilize

global gene expression and metabolite profiling to iden-
tify density specific responses in a model monocot. Lim-
iting nitrogen (LN) was used in combination with high
density (HD) stress to better delineate molecular pathways
of high density stress response. The findings presented
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here describe changes in transcriptome and metabolome
with a special focus on the potential role of ethylene.
Our data support the notion that studies focused on
stress combinations rather than individual stressors are
able to provide novel information in the context of crop
improvement.

Results
Plant growth response to high density and nitrogen
limitation
The stress conditions used in this study (high density or
HD, low density or LD, limiting nitrogen or LN, suffi-
cient nitrogen or SN) allowed us to observe rice plants
for a complete life cycle and set seed even under the
least optimal (HDLN) growth condition. Rice plants
grown under HD conditions had significantly fewer total
(reproductive and vegetative) and reproductive tillers,
were shorter, accumulated less shoot fresh weight and
contained less chlorophyll compared to plants grown
under low density growth conditions at all sampled time
points and regardless of nitrogen levels (Figure 1A and B).
HD and LN treatments had a long-term cumulative
negative effect on plant growth and development
throughout the life cycle of the plant. Specifically, differ-
ences in total tiller numbers, shoot fresh weight and
plant height between plants grown under different dens-
ity treatments at 31 days were greater compared to dif-
ferences of the same parameters observed in 21 days old
plants (Figure 1A and B). HD treatment resulted in 1.8
to 2.3-fold decrease in biomass at the 21 day time point
and a 6.5-7.5 fold decrease in shoot dry weight at the
end of the life cycle (Figure 1A). Nitrogen limitation re-
sulted in little to no decrease in biomass at the 21 day
time point and a 1.8 to 2-fold decrease in shoot dry
weight at the end of the life cycle (Figure 1A). The de-
creases in shoot fresh and dry weight, plant height, seed
yield, total and reproductive tiller number due to HD
stress were greater than those caused by nitrogen limi-
tation. HD stress and nitrogen limitation had varying
effects on some aspects of plant growth and develop-
ment. The response of plants to HD and limiting
nitrogen treatment was similar with respect to most de-
velopmental and physiological characteristics, especially
yield parameters such as biomass accumulation, plant
height and seed production (Figure 1C). However,
plants grown at HD condition produced the same num-
ber of tillers regardless of nitrogen supply at 31 days,
as well as the same number of reproductive tillers at
end of their life cycle (Figure 1C). In this case, the ef-
fect of HD stress superseded the effect of nitrogen limi-
tation on plant growth and development. Therefore, it
is important to note that some growth parameters
responded differently to HD stress compared to limit-
ing nitrogen condition.
Aspartate and glutamate levels vary under different growth
conditions
Nitrogen limitation and HD stress are both associated
with a reduction in biomass accumulation. Changes in
aspartate and glutamate were correlated with decreases
in biomass due to stress treatments. Metabolite profile
changes of rice plants due to density stress resulted in
decreases of glutamate and aspartate concentrations.
Glutamate concentration is maintained at constant levels
in a plant and only stress conditions, such as decrease in
nitrogen nutrition, cause significant decrease in the glu-
tamate concentration [20]. Therefore, glutamate mea-
surements can be used to indicate relative nitrogen
status of rice plants at various treatments and time
points of the study. Aspartate metabolism is closely
linked with exposure to stress and energy metabolism
via the connection with the tricarboxylic acid cycle
[21,22]. Decreases in levels of both amino acids can be
correlated with severity of stress conditions [21]. There-
fore, accumulation of aspartate and glutamate can be
used to assess overall physiological state of a plant. At
21 days, plants accumulated more glutamate at LDSN
treatment compared to HDSN treatment (Figure 2). The
difference in glutamate accumulation between these two
treatments is nearly two fold. At 31 days, plants grown
under LDSN conditions had approximately four times
the glutamate concentration compared to other treat-
ments (Figure 2). Change in glutamate concentration
was much greater at 31 days, suggesting a more severe
stress condition compared to 21 day time point. Further-
more, while glutamate and aspartate concentrations
were affected by LN treatment at 21 days, there was no
effect of LN treatment at HD growth condition at 31
days. Accumulation of aspartate was of particular inter-
est to this study as it is a metabolic marker for biomass
accumulation [23]. As noted by Sweetlove and col-
leagues [23], changes in the flux of the TCA cycle can be
analyzed to determine whether plants are using more
energy to increase biomass production or to maintain
their current weight/size by expending energy on house-
keeping processes. The shuttling of 2-oxoglutarate into
production of amino acids, such as glutamate and aspar-
tate, is one of the key indicators of biomass accumula-
tion as opposed to ATP production [23]. At 21 days,
LDSN grown plants had five times the aspartate concen-
tration of plants grown under HD stress, which corre-
lates with increased biomass accumulation (Figure 2).
The pattern of both aspartate and glutamate accumula-
tion changed over time. Differences in both aspartate
and glutamate accumulation under LDSN conditions
and other treatments involving one or both stressors
were greater at 21 days than 31 days. Greater accumula-
tion of both amino acids coincided with active growth
stages, and preceded more significant differences in



Figure 1 Physiological and developmental characteristics of rice plants were negatively affected under high density and/or nitrogen
(N) limitation conditions at 21 days (A) 31 days (B) and end of the life cycle (C). All data is mean ± standard error with statistical significance
determined using one-way ANOVA and the least significant difference at α = 5% (n = 5). No statistical significance according to Tukey (*).
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Figure 2 Concentration of glutamate (A) and aspartate (B) in rice leaves was decreased due to high density and/or nitrogen limitation
conditions sampled at 21 and 31 days according to GCMS analysis. All data is mean ± 1 standard error with statistical significance
determined using one-way ANOVA and the least significant difference at α = 5% (n = 3). Metabolites that were present at detectable levels and
below quantifiable amount are displayed as “ND”.
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biomass accumulation observed at later time points. In
addition, at the 31 day sampling time point there were
no significant differences in accumulation of either
amino acid in plants under HD conditions regardless of
the nitrogen condition. Analogous to physiological mea-
surements (Figure 1), growth under HD masked the ef-
fects of limiting nitrogen with respect to amino acid
accumulation at 31 days (Figure 2). For the complete list
of metabolites that were tested in this study see Additional
file 1.

Transcriptome signatures of high density and nitrogen
limitation stresses
To isolate genes that are differentially regulated in re-
sponse to high density and not nitrogen limitation, tran-
scriptome signatures of both high density and nitrogen
limitation were compared while using the most optimal
growth condition (LDSN) as the control. Furthermore,
combined stress condition (HDLN) was included into
the analysis to determine whether the transcriptome sig-
nature of combined stress is unique and is not simply
the sum of HD and LN alone. The expression data,
which was filtered based on 2.0 fold cut-off and
Benjamini-Hochberg FDR (p > 0.05), revealed that 41%
of genes responsive to high density stress were also re-
sponsive to nitrogen limitation at 21 days (Figure 3A).
The proportion of genes responsive to high density
stress and nitrogen limitation decreased to 16% at 31
days (Figure 3B). Combination of stresses at both times
points produced transcriptome signatures that were
unique from single stressors that made up this condition
(Figure 3).

Cluster analysis of genes responsive to density stress
identified co-regulated genes
To gain better insight into the physiology of high density
stress, differentially expressed genes associated with high
density stress and not nitrogen limitation were analyzed
from this point forward. Cluster analysis was performed
to identify gene groups with potentially similar func-
tions. Out of 21,179 genes, 426 genes showed differential
expression at 21 days and 707 genes showed differential
expression at 31 days due to HD stress treatment using
three-fold cut-off. Mixture model-based clustering was
performed using multivariate Gaussian distributions with
an eigen-decomposed covariance structure (Figure 4)
[24,25]. The data were also analyzed using parsimonious
Gaussian mixture models [26]. Genes that passed the cut-
off were sorted into groups based on expression profiles at
various growth conditions. Eight clusters at 21 days and
seven clusters at 31 days were chosen based on Bayesian
information criterion (Figure 3). The average expression
pattern for groups of genes (represented by the black lines
in Figure 3) in each cluster was used to determine the re-
sponse of these genes to various growth conditions.
Groups of genes responsive to only high density, nitrogen
limitation or both stresses were evident using this ap-
proach (see Additional file 2 for gene lists of individual
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clusters) further supporting the argument that high
density stress response produces a unique transcriptome
signature.

Genes associated with ethylene status are differentially
expressed in rice plants grown under high density stress
We used microarray data and MapMan analysis to assess
potential functions of genes responsive to HD stress and
not LN. The processes and pathways responsive to
HD stress were determined using MapMan analysis
(Additional file 3). A wide variety of genes were differen-
tially expressed in rice plants grown at high density (for
example see Additional file 4 for AgriGO summary ana-
lysis of HD responsive genes at 31 days). Changes in the
expression of a small number of each of the phytohor-
mone metabolism and signal transduction pathway genes
of abscisic acid, auxin, brassinosteroids, cytokinin, gibber-
ellin and jasmonate genes were found by cluster analysis
and pairwise comparison according to MapMan classifica-
tion (Additional file 4). However, in the case of the
ethylene-associated genes a relatively large number of the
genes involved in biosynthesis, signal transduction and re-
sponse had modified levels of expression of at least one
member of the corresponding gene family. Therefore,
ethylene metabolism and ethylene responsive genes were
investigated further.
Ethylene modulates various aspects of plant stress re-

sponse in plants [27]. Expression of ethylene synthesis
and response genes was investigated further to determine
the state of ethylene metabolism in response to HD. The
changes in gene expression of three ethylene biosynthesis
genes were confirmed by qPCR to determine the state of
ethylene metabolism in response to HD (Figure 4). Previ-
ous studies have used ethylene production genes expres-
sion, such as ACC oxidase and ACC synthase, as a proxy
to measure ethylene hormone production [28,29]. Expres-
sion analysis of ethylene response genes was conducted to
support the argument that HD stress modulates ethylene
production in rice plants. qPCR analysis verified that
ethylene biosynthesis genes were altered by HD stress.
The expression of ACC synthase genes (ACS) 1, ACS2 and
ACC oxidase 7 (ACO7) increased over time in plants sub-
jected to HD stress confirming microarray prediction of
elevated ethylene production levels under HD stress
(Figure 5). At 31 days under HD conditions the expression
level of ACS1 was nine times higher and that of ACS2 was
over 3 times higher HD compared to plants grown under
low-density conditions. No statistically significant differ-
ences were detected in expression levels of ACS1 and
ACS2 genes at 21 days at various density treatments.
ACO7 expression was threefold higher in plants grown
under HD treatment at 21 days and fivefold higher at 31
days.

Ethylene response associated genes are differentially
regulated in rice plants grown under high density stress
treatment
Ethylene has number of downstream targets, such as
ETHYLENE RESPONSE FACTOR (ERF) and EARLY
RESPONSE TO DROUGHT 1 (ERD1) genes [30,31]. Ex-
pression of cytokinin production and response genes, as
well as ethylene response genes were all found to be af-
fected by HD stress (Figure 6). Cytokinin is a well-
known antagonist of ethylene in plants and as such was
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Figure 4 Cluster analysis of differentially expressed genes at 21 (A) and 31 (B) days in rice plants grown under varying density and
nitrogen treatments. The vertical axis corresponds to the normalized expression levels in the log-scale, the horizontal axis corresponds to the
treatments: low density (LD), high density(HD), limiting nitrogen(LN), sufficient nitrogen(SN). Black line represents the respective means.
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Figure 5 Expression levels of ethylene biosynthesis genes ACC synthase 1, ACC synthase 2 and ACC oxidase 7 of rice plants grown
under high density (HD) and low density (LD) at 21 and 31 days. All data is mean ± SEM. For statistical significance (*) t-test was applied for
every pair of means for a given gene at a given time point (p < 0.05, n = 3).
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expected to show reduced biosynthesis and/or response
under HD stress [32]. Expression levels of a predicted
ERF and ERD1 genes were elevated in HD grown rice
plants in our experiment, further confirming increased
ethylene production (Figure 6A). Genes that contain an
ERF domain have been shown to respond to ethylene
Figure 6 Expression analysis of ethylene associated genes in plants g
ethylene antagonist genes belonging to cytokinin production and respons
stress. All data is mean ± 1 standard error. For statistical significance (*) t-te
point (p < 0.05, n = 3).
and are involved in ethylene responsive gene transcrip-
tion [33]. The levels of ERF and ERD1 transcript were
consistently higher in HD grown plants at both time
points (Figure 6A). The expression of ERF in HD plants
was threefold higher at 21 day and 6.6-fold higher at the
31 day time point. Expression of ERD1 was 4.7-fold
rown under high density stress. Ethylene responsive genes (A) and
e (B) demonstrated opposite patterns of expression under high density
st was applied for every pair of means for a given gene at a given time
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higher at 21 days and 10-fold higher at 31 day time
point. It should be noted that the ERD1 gene serves
double role because it is has been shown to respond to
ethylene and is part of the senescence process [34].
Expression of the cytokinin biosynthesis gene ISOPEN-

TYL TRANSFERASE 7 (IPT7) and RESPONSE REGULA-
TOR gene (RR2) were 2.4 and 1.81-fold down-regulated
in plants grown under HD versus low density growth
condition at 21 days (Figure 6B). Expression of IPT7 was
not significantly different at 31 days in plants grown
under LD and HD conditions. While small differences
(~1.5 fold) in the expression level of RR2 were detected
at 31 days, it is unlikely to correspond with a physio-
logical difference (Figure 6B). Therefore, this suggests
that plants were undergoing more active growth at the
21 day time point under low density growth conditions.
In addition, ethylene homeostasis is likely differentially
regulated in plants grown under HD conditions as indi-
cated by changes in the expression of genes associated
with ethylene production and response, as well as cyto-
kinin biosynthesis and response.

High density grown plants express higher levels of
senescence-associated genes at 21 days
Plants grown under HD stress showed downstream ef-
fects supporting changes in ethylene homeostasis, such
as decreased growth and accelerated senescence. Since
ethylene is known to be involved in senescence, senes-
cence associated genes were expected to have different
expression patterns in plants under HD stress [35]. Sev-
eral senescence associated genes, including glutamate
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Figure 7 Expression of three senescence associated genes in plants g
and 31 day time points. All data is mean ± 1 standard error. For statistica
gene at a given time point (p < 0.05, n = 3).
decarboxylase, malic enzyme and aspartic proteinase,
were selected for analysis based on previously published
results to further confirm changes in ethylene homeosta-
sis [36]. The expression of glutamate decarboxylase was
3.7 fold higher in plants grown under HD stress at 21,
while no statistically significant difference was found at
31 days. Malic enzyme and aspartic proteinase encoding
genes were found to have 3.9 and 5.8-fold higher expres-
sion in HD grown plants only at the 21 day time point
(Figure 7).
Discussion
Global transcriptome and metabolic changes of rice
grown under HD and/or LN growth conditions were ex-
amined to investigate major pathways involved in high
population density stress response in rice. While previ-
ous studies examined the response of crop plants to HD
stress with respect to yield and therefore assessed the
final resulting outcome, the current study aimed to iden-
tify molecular mechanisms of HD stress response in rice
during the life cycle of a plant [37,38]. The negative im-
pact of HD stress on plants is well known, but limited
research has been done to determine whether high
population density affects plants at the molecular and
genetic levels. Moreover, the mechanisms underlying
plant stress response, with the exception of shade avoid-
ance, have not been examined in great detail in the con-
text of HD stress. Furthermore, since HD stress is
composed of a number of factors nitrogen limitation
was examined in parallel.
HDSN LDSN HDSN LDSN HDSN LDSN

31 days 21 days 31 days

 enzyme Aspartic proteinase

rown under high (HD) and low (LD) density conditions at both 21
l significance (*) t-test was applied for every pair of means for a given
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High density and limiting nitrogen have similar but
varying impacts on growth parameters, transcriptome
and metabolism
Plant growth characteristics, such as height, chlorophyll
content, weight and tiller number, decreased in response
to both HD and/or LN growth conditions. Both stressors
also had varying impacts on growth characteristics
(Figure 1). While nitrogenn supply and the number of
plants grown per unit area are known to be correlated
with a number of plant growth parameters, there were
significant differences in the impact of HD and LN treat-
ments on plant growth. Previous research has shown the
positive effect of ply and density on various aspects of
plant growth and development [39,40]. Since the nega-
tive effects on plant growth of LN and HD are known,
this study focused on determining physiological re-
sponses that are unique to high density stress. Under the
conditions used in our study, the reduced height of rice
plants grown under HD stress was apparent in 21 days
old plants and persisted throughout the life cycle. In-
crease in plant height in response to increasing density
has been shown to follow a saturation curve with density
not having an effect on plant height above a certain
threshold [41]. Our findings demonstrate that reduction
in plant height observed under HD treatment was likely
due to the reduction in available resources required for
plant growth, such as nitrogen.

Aspartate and glutamate concentration are decreased
under high density and nitrogen limitation
Metabolite analysis revealed similar physiological re-
sponses triggered by both LN and HD stress. Decreases
in accumulation of aspartate and glutamate were ob-
served under HD stress and LN (Figure 2). Nitrogen is
known to be one of the most important factors for plant
growth [42]. Levels of various resources, such as nutri-
ents, physical growth space and light, are all limited by
the increase in the number of plants per unit area under
the HD treatment. Furthermore, nitrogen supply is dir-
ectly linked to glutamate and aspartate accumulation
[21]. However, nitrogen alone does not necessarily ex-
plain the drastic reduction in growth under HD stress
conditions. Stress combinations can produce results that
are different than the additive effects of individual
stressors. For example, the combination of heat and
drought elicits unique responses in plants that are not
observed under individual treatments [43].

Comparison of trancriptome signatures under high
density and nitrogen limitation stress
Comparison of global transcriptome changes due to HD
and limiting nitrogen stresses revealed a large number of
the same genes responsive to both treatments (Figure 3).
In a recent study, genes related to nitrogen metabolism
were demonstrated to be enriched among HD stress re-
sponsive genes [14]. Therefore, our results in rice agree
with previous findings in Arabidopsis (Additional file 4).
However, the similarity between changes in global tran-
scriptome induced by HD and nitrogen limitation de-
creased over time (Figure 3). According to our results,
global transcriptome changes due to HD stress are sig-
nificantly different from LN at later stages in plant
growth and development despite the significant contri-
bution of nitrogen limitation to the observed phenotypic
changes.

Unique physiological consequences of high density stress
response
Density stress is known to activate genes that are not in-
volved in nutrient deficiency or abiotic stress, such as
herbivory, and bacterial and fungal infection response
genes [14]. Biotic stress is a common functional category
of genes induced by HD. Biotic stress was common
functional category of genes induced by HD stress in
both Arabidopsis and Solanum nigrum [14,44]. MapMan
analysis identified a number of genes similar to Arabidopsis
genes involved in biotic stress response, such as RPM1
(AT3G07040), NB-ARC (AT3G14470) and ATHCHIB
(AT3G12500), among differentially expressed genes due
to HD stress. However, biotic stress response-associated
genes were not highly enriched in our study according to
AgriGO analysis (Additional file 4) [45]. Therefore our re-
sults stand in contrast to previous findings in Arabidopsis
where pathogen defense pathways were strongly down-
regulated in response to HD stress [15].
Our findings suggest that rice plants utilize ethylene to

communicate their proximity to neighbouring plants in
a high population density environment. Expression dif-
ferences in ethylene-associated genes have been detected
in high population density studies in Arabidopsis and
Solanum nigrum [14,44]. The major phytohormone-
responsive gene categories induced by high population
density stress in Arabidopsis were related to benzothia-
diazole (a salicylic acid analogue), abscisic acid and me-
thyl jasmonate, while ethylene represented a lesser
proportion of differentially regulated genes [14]. Only a
single ethylene receptor homologue in Solanum nigrum
was identified to be responsive to HD stress [44]. In con-
trast, here we find that a relatively large number of
ethylene related genes are differentially expressed com-
pared to other phytohormones in rice plants due to HD
stress. Therefore ethylene might play a role in HD stress
response in rice and serve as a plant-plant communica-
tion signal. Expression analysis of well-known ethylene
associated genes confirmed changes in ethylene homeo-
stasis, further implicating the phytohormone in HD
stress response. A number of studies in tobacco and
Arabidopsis demonstrated that ethylene is involved in
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shade avoidance response [46-49]. In tobacco, ethylene-
insensitive mutant plants were out-competed by the wild
type neighbors due to inability of the mutants to sense
changes in blue light [48,49]. On the other hand, ethylene
was implicated in sensing changes in the R:FR ratio in Ara-
bidopsis plants [46]. However, research centered on the
role of ethylene in HD stress response of monocots, espe-
cially agronomically important plants such as rice, has
been lacking. Our results support previous findings in
model dicots, as well as suggest a role for ethylene in shade
avoidance response in rice and possibly other monocots.
Changes in light quality, characterized mainly by

changes in R:FR ratio, ethylene production and touch
sensitivity mechanisms might all contribute to the shade
avoidance response in rice under HD stress. The contri-
bution of ethylene to shade avoidance response was ini-
tially underestimated [49]. While ethylene does not take
part in R:FR mediated hyponasty, the hormone is re-
quired for both blue light and ethylene mediated shade
avoidance response [49]. The importance of ethylene in
plant response to external stimuli as the driving force
behind growth and developmental changes are now well
known [50]. Ethylene production could be a major factor
in neighbor recognition in rice plants under HD stress
in conjunction with R:FR ratio and blue light perception
machinery. The upright architecture of rice plants mini-
mizes the amount of shade imposed on neighbouring
plants compared to Arabidopsis and tobacco plants.
Lastly, a recent study in Arabidopsis demonstrated that
touching of leaves precedes R:FR driven phytochrome
signaling [51]. Thus the hyponasty of rice plants may be
driven primarily by ethylene and touch-related pathways
during the initial stages of growth.

Conclusions
The molecular basis of HD stress response has not been
studied extensively. The main factor for this is mostly
likely the multitude of factors involved in HD stress,
such as various resource limitations. A multiple stress
combination approach could be necessary to decipher all
of the pathways involved in HD stress response. Similar-
ities between limiting nitrogen and HD stress response
were found with respect to a number of developmental
and physiological characteristics, such as biomass accu-
mulation, decrease in tiller number, chlorophyll, and as-
partate and glutamate concentration. Furthermore, HD
stress resulted in global transcriptome changes similar to
those elicited by nitrogen limitation at the early stages of
plant growth and development. Changes in ethylene
homeostasis in response to HD stress implicate ethylene
as a plant-plant communication signal under HD stress.
While the molecular mechanisms of ethylene driven
shade avoidance response are beginning to emerge, fu-
ture studies in crop plants remain to be conducted
[46,52]. Ethylene-related pathways may be viable targets
for breeding crop plants that are more tolerant to HD
stress. The research presented here demonstrates the
importance of multi-dimensional approaches to deci-
phering density stress responses and highlights the need
for further investigations into the impact of combinator-
ial stresses on plant development and yield.

Methods
Experimental design and rationale
Rice plants were grown under four different conditions:
high density and sufficient nitrogen (HDSN), high dens-
ity and limiting nitrogen (HDLN), low density and suffi-
cient nitrogen (LDSN), low density and limiting nitrogen
(LDLN). Low density condition (6 plants per bin with
20cm spacing between individual plants) was chosen to
resemble rice density under normal field conditions
(Additional file 3) [53]. High density condition (40 plants
per bin with 8 cm spacing between individual plants)
was chosen to maximize the effects of high density stress
while allowing plants to complete their life cycle
(Additional file 3: Figure S1). Nitrogen was supplied in
pre-determined quantities as well. Sufficient nitrogen (SN)
condition was defined as 10mM NO3

− and limiting nitro-
gen (LN) condition was set at 3mM NO3

− [54]. Physio-
logical measurements were taken to assess the relative
impact of high density and nitrogen limitation on growth
and development of rice plants. Sampling times were se-
lected based on phenotypic characteristics, such as plant
size and height. At 21 days rice plants were undergoing
active period of growth and the differences in various
growth growth parameters were observed between various
treatments (Figure 1). At 31 days rice plants were not
exhibiting signs of active growth and were induced to
flower by administering a short day treatment for one day.
Since the plants senesced at different rates, it was no lon-
ger applicable to measure shoot fresh weight at a single
time point. Instead, dry weight was assessed after all of the
rice plants from all of the treatments had dried out.

Plant growth conditions
The plants were grown in Rubbermaid containers (61 ×
41 × 32 cm) at 450 μmol m−2 s−1, 16 h day at 27°C/8 h
night at 23°C and 75% relative humidity. High density
treatment was defined as 40 plants per container and
low density treatment was defined as 6 plants per con-
tainer, uniformly spaced. The samples for gene expres-
sion and metabolite analysis were collected from 21 and
31 days old plants. The leaf tissues were frozen immedi-
ately in liquid nitrogen.

Gene expression: microarray and qRT-PCR
Total RNA was isolated from 100mg of frozen leaf tissue
with TRIzol reagent (Invitrogen). RNeasy (Qiagen)
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columns were used to purify the RNA samples. 1 mg of
total RNA was converted into cDNA using Superscript
(Quanta) kit. Three biological replicates were used for
microarray analysis.
For global expression analysis, Rice Genome OneArray®

Microarray chips were used. Labelling, hybridization, and
scanning of the chips were carried out by the University of
Guelph Genomics facility (Guelph, Ontario, Canada) ac-
cording to the manufacturer’s protocols (www.phalanx
biotech.com). The .cel files were loaded into GeneSpring
GX 11 (Agilent Technologies) and the GC-RMA normali-
zation algorithm was applied. A minimum 2-fold change
between normalized averages were used as a cut-off point
setting for further analysis and Benjamini-Hochberg FDR
was applied (p < 0.05). MapMan pathway analysis was
used to assign differentially expressed genes to functional
bins [55]. AgriGO analysis was carried out on differentially
expressed genes to determine enriched gene ontology
terms [45].
Relative quantification was achieved by comparing ex-

pression of genes of interest to actin2 control. Three
biological replicates at HDSN were compared to LDSN.
Reactions were performed on 8-fold diluted samples of
cDNA and incubated at 50°C for 2 min and 95°C for 2
min, cycled at 95°C for 15 s, and 60°C for 60 s for 40 cy-
cles with PerfeCTa SYBR Green SuperMix (Quanta Bio-
sciences). Applied Biosystems 7300 Real Time PCR
instrumentwas used for data collection, and the resulting
data were analysed by the 2–ΔΔCt method to obtain fold
difference in expression between genes of interest com-
pared to optimal (LDSN) condition [56]. See Additional
file 5 for all of the primers used in the study.

Metabolic profiling
The polar fraction was lyophilized and derivatized using
methoxyamine and N-methyl-N-trimethylsilyl-trifluoroa-
cetamide as previously described [57]. A 1 μl aliquot of
derivatized sample was injected into the splitless injection
port of a Varian 1200 GC-MS system (Varian). Chroma-
tography was performed using an Rtx-5MS column (Chro-
matographic Specialties, Brockville, Ontario, Canada).
Data analysis was performed using the automated

mass spectral deconvolution and identification system
(AMDIS, http://chemdata.nist.gov/mass-spc/amdis). The
resulting components were filtered in GASP [58] using a
signal to noise ratio of 5 as a cut-off requirement. Com-
ponent data were normalized to ribitol, and average
normalized component area was compared between
samples. The Golm Metabolite Database was used for
component identification [59].

Statistical analysis
For data where only 2 means were compared (2 growth
conditions for a single biomarker at a given time point),
students t-test was applied (p < 0.05). For multiple mean
comparison, statistical significance was determined using
Statistix 9.0 software program. The mean values were
analyzed using one-way ANOVA and the least signifi-
cant difference at α = 5% was recorded. Furthermore,
Tukey post-hoc test was applied and a note was made
where the samples did not pass p < 0.05 threshold. To
obtain normal distribution according to Shapiro-Wilk
test, data were square-root transformed.

Cluster analysis
Using the measurements of all 4 conditions, the genes
were clustered via a model‐based clustering approach for
each time point separately. Model‐based clustering as-
sumes that the population is a convex combination of
probability densities; i.e., that a mixture of subpopula-
tions each with its own mean and covariance structure.
In the analysis, Gaussian parsimonious clustering models
[25]) were used, a subset of which is implemented in the
R package mclust [26,60]. This family of model utilizes
eigen‐decomposed component covariance structures.
A two-step clustering strategy was used for the ana-

lysis of each time point (for full explanation of cluster
analysis see Additional file 6 “Cluster analysis”).

Step 1 In this step, using the measurements on all 4
conditions, the genes were clustered via a
model-based clustering approach for each time
point separately. This step ensures that genes
that follow a similar trend are clustered together.
In this step, a subset of GPCM available in the R
package mclust were used.

Step 2 In the second step, the measurements on the
four conditions from each component were split
according to the plant density. This resulted in a
two dimensional data such that the first set
contained expression levels under high and
limiting nitrogen, and high density and the
second set contained expression levels under
high and limiting nitrogen, and low density.
Each component was analyzed using k-means
with k = 2. k-means approach partitions data
into k clusters such that each observation
belongs to the cluster with the nearest mean. If
a gene’s response to nitrogen follows a particular
trend under low density but follows a different
trend under high density, the resulting two
clusters will represent such trends.

The data was also analyzed using other clustering
approaches.

1. Parsimonious Gaussian mixture models [61] for step
1 and k-means with k = 2 for step 2. PGMM utilizes

http://www.phalanxbiotech.com
http://www.phalanxbiotech.com
http://chemdata.nist.gov/mass-spc/amdis
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a latent factor structure for the data and is available
in the R package pgmm [62].

2. GPCM for step 1 followed by GPCM with G = 2 for
step 2.

3. PGMM for step 1 followed by GPCM with G = 2 for
step 2.

Supporting data
The data for microarray experiment was submitted to
NCBI GEO public repository and can be found at http://
www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE57094.
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Additional file 3: Growth conditions used in this study are shown
in Figure S1. Figure S2. shows an example of MapMan analysis output
and demonstrates involvement of ethylene hormone.

Additional file 4: Summary of AgriGO analysis of differentially
expressed genes at 31 days.

Additional file 5: Sequences of primer pairs that were used to
analyze gene expression by qRT-PCR.

Additional file 6: Detailed description of cluster analysis.

Competing interests
The authors declare they have no competing interests.

Authors’ contributions
MM performed physiological measurements, primary microarray data
analysis, qRT-PCR confirmation experiments and wrote the initial manuscript.
DG and MM prepared tissue for GC-MS analysis. DG performed GC-MS and
was assisted by MM with data analysis. SS and PM performed cluster analysis.
MM and DH developed conditions for plant growth. SJR and JC supervised
the study. SJR, JC, SS and PM contributed to manuscript editing. All authors
have read and approved the final manuscript.

Acknowledgements
The authors thank Paul Kerrigan for his help with sample collection and
physiological measurements. Michael Mucci and Tannis Slimmon provided
expert plant care. Jing Zhang for help with microarray analysis. Research was
supported by Natural Sciences and Engineering Research Council of Canada
(NSERC) Discovery grant and the Ontario Research Fund (ORF). Authors
declare no conflicts of interest.

Author details
1Department of Molecular and Cellular Biology, University of Guelph, Guelph,
ON, Canada. 2Department of Mathematics & Statistics, University of Guelph,
Guelph, ON, Canada. 3Department of Mathematics and Statistics, McMaster
University, Hamilton, Ontario, Canada.

Received: 19 November 2013 Accepted: 28 July 2014
Published: 13 August 2014

References
1. Cattivelli L, Rizza F, Badeck F-W, Mazzucotelli E, Mastrangelo AM, Francia E,

Mare C, Tondelli A, Stanca AM: Drought tolerance improvement in crop
plants: an integrated view from breeding to genomics. Field Crop Res
2008, 105(1):1–14.

2. Robinson RA, Cowling W: Return to resistance: breeding crops to reduce
pesticide dependence. Australas Plant Pathol 1996, 25(3):216–217.
3. Vyn T, Tollenaar M: Changes in chemical and physical quality parameters
of maize grain during three decades of yield improvement. Field Crop Res
1998, 59(2):135–140.

4. Carlone MR, Russell WA: Response to plant densities and nitrogen levels
for four maize cultivars from different eras of breeding1. Crop Sci 1987,
27(3):465–470.

5. Reilly JM, Fuglie KO: Future yield growth in field crops: what evidence
exists? Soil Tillage Res 1998, 47(3–4):275–290.

6. Duvick DN: New Technologies for Sustained Productivity Growth: Plant
Breeding. In USDA Agricultural Outlook Forum: 2004. ; 2004.

7. Kant S, Bi Y-M, Rothstein SJ: Understanding plant response to nitrogen
limitation for the improvement of crop nitrogen use efficiency. J Exp Bot
2011, 62(4):1499–1509.

8. Villalobos F, Sadras V, Soriano A, Fereres E: Planting density effects on dry
matter partitioning and productivity of sunflower hybrids. Field Crop Res
1994, 36(1):1–11.

9. Tollenaar M, Wu J: Yield improvement in temperate maize is attributable
to greater stress tolerance. Crop Sci 1999, 39(6):1597–1604.

10. Modarres A, Hamilton R, Dijak M, Dwyer L, Stewart D, Mather D, Smith D:
Plant population density effects on maize inbred lines grown in short-
season environments. Crop Sci 1998, 38(1):104–108.

11. Bullard MJ, Mustill SJ, McMillan SD, Nixon PM, Carver P, Britt PC: Yield
improvements through modification of planting density and harvest
frequency in short rotation coppice < i > Salix</i > spp.—1. Yield
response in two morphologically diverse varieties. Biomass Bioenergy
2002, 22(1):15–25.

12. Casal J, Smith H: The function, action and adaptive significance of
phytochrome in light-grown plants. Plant Cell Environ 1989, 12(9):855–862.

13. St Pierre S, Springer NM, Muehlbauer GJ: Density stress has minimal
impacts on the barley or maize seedling transcriptome. Plant Genome
2011, 4(1):47–54.

14. Masclaux FG, Bruessow F, Schweizer F, Gouhier-Darimont C, Keller L,
Reymond P: Transcriptome analysis of intraspecific competition in
Arabidopsis thaliana reveals organ-specific signatures related to nutrient
acquisition and general stress response pathways. BMC Plant Biol 2012,
12(1):227.

15. Geisler M, Gibson DJ, Lindsey KJ, Millar K, Wood AJ: Upregulation of
photosynthesis genes, and downregulation of stress defense genes, is
the response of Arabidopsis thaliana shoots to intraspecific competition.
Bot Stud 2012, 53(1):85–96.

16. Kawano K, Gonzalez H, Lucena M: Intraspecific competition, competition
with weeds, and spacing response in rice. Crop Sci 1974, 14(6):841–845.

17. Hashemi-Dezfouli A, Herbert S: Intensifying plant density response of corn
with artificial shade. Agron J 1992, 84(4):547–551.

18. Bruce WB, Edmeades GO, Barker TC: Molecular and physiological
approaches to maize improvement for drought tolerance. J Exp Bot 2002,
53(366):13–25.

19. Seki M, Narusaka M, Abe H, Kasuga M, Yamaguchi-Shinozaki K, Carninci P,
Hayashizaki Y, Shinozaki K: Monitoring the expression pattern of 1300
Arabidopsis genes under drought and cold stresses by using a full-
length cDNA microarray. Plant Cell Online 2001, 13(1):61–72.

20. Forde BG, Lea PJ: Glutamate in plants: metabolism, regulation, and
signalling. J Exp Bot 2007, 58(9):2339–2358.

21. Galili G: The aspartate-family pathway of plants: linking production of
essential amino acids with energy and stress regulation. Plant Signal
Behav 2011, 6(2):192–195.

22. Kirma M, Araújo WL, Fernie AR, Galili G: The multifaceted role of aspartate-
family amino acids in plant metabolism. J Exp Bot 2012, 63(14):4995–5001.

23. Sweetlove LJ, Beard KFM, Nunes-Nesi A, Fernie AR, Ratcliffe RG: Not just a
circle: flux modes in the plant TCA cycle. Trends Plant Sci 2010,
15(8):462–470.

24. Banfield JD, Raftery AE: Model-based Gaussian and non-Gaussian clustering.
Biometrics 1993, 49(3):803–821.

25. Celeux G, Govaert G: Gaussian parsimonious clustering models. Pattern
Recogn 1995, 28(5):781–793.

26. R Core Team: R: A language and environment for statistical computing.
2013, R Foundation for Statistical Computing, Vienna, Austria.

27. Morgan PW, Drew MC: Ethylene and plant responses to stress. Physiol
Plant 1997, 100(3):620–630.

28. Clark DG, Richards C, Hilioti Z, Lind-Iversen S, Brown K: Effect of pollination
on accumulation of ACC synthase and ACC oxidase transcripts, ethylene

http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE57094
http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE57094
http://www.biomedcentral.com/content/supplementary/1471-2164-15-681-S1.docx
http://www.biomedcentral.com/content/supplementary/1471-2164-15-681-S2.xlsx
http://www.biomedcentral.com/content/supplementary/1471-2164-15-681-S3.docx
http://www.biomedcentral.com/content/supplementary/1471-2164-15-681-S4.docx
http://www.biomedcentral.com/content/supplementary/1471-2164-15-681-S5.xlsx
http://www.biomedcentral.com/content/supplementary/1471-2164-15-681-S6.docx


Misyura et al. BMC Genomics 2014, 15:681 Page 14 of 14
http://www.biomedcentral.com/1471-2164/15/681
production and flower petal abscission in geranium (Pelargonium ×
hortorum LH Bailey). Plant Mol Biol 1997, 34(6):855–865.

29. Wu J, Wang C, Zheng L, Wang L, Chen Y, Whelan J, Shou H: Ethylene is
involved in the regulation of iron homeostasis by regulating the
expression of iron-acquisition-related genes in Oryza sativa. J Exp Bot
2011, 62(2):667–674.

30. Guo H, Ecker JR: The ethylene signaling pathway: new insights. Curr Opin
Plant Biol 2004, 7(1):40–49.

31. Miller JD, Arteca RN, Pell EJ: Senescence-associated gene expression
during ozone-induced leaf senescence in Arabidopsis. Plant Physiol 1999,
120(4):1015–1024.

32. Vogel JP, Woeste KE, Theologis A, Kieber JJ: Recessive and dominant
mutations in the ethylene biosynthetic gene ACS5 of Arabidopsis confer
cytokinin insensitivity and ethylene overproduction, respectively. Proc
Natl Acad Sci 1998, 95(8):4766–4771.

33. Ohme-Takagi M, Shinshi H: Ethylene-inducible DNA binding proteins that
interact with an ethylene-responsive element. Plant Cell Online 1995,
7(2):173–182.

34. Nakashima K, Kiyosue T, Yamaguchi‐Shinozaki K, Shinozaki K: A nuclear
gene, erd1, encoding a chloroplast-targeted Clp protease regulatory
subunit homolog is not only induced by water stress but also
developmentally up‐regulated during senescence in Arabidopsis thaliana.
Plant J 1997, 12(4):851–861.

35. Burg SP: Ethylene, plant senescence and abscission. Plant Physiol 1968,
43(9 Pt B):1503.

36. Liu L, Zhou Y, Zhou G, Ye R, Zhao L, Li X, Lin Y: Identification of early
senescence-associated genes in rice flag leaves. Plant Mol Biol 2008,
67(1–2):37–55.

37. Cox WJ: Whole-plant physiological and yield responses of maize to plant
density. Agron J 1996, 88(3):489–496.

38. Graybill J, Cox W, Otis D: Yield and quality of forage maize as influenced
by hybrid, planting date, and plant density. Agron J 1991, 83(3):559–564.

39. Fagade S, De Datta S: Leaf area index, tillering capacity, and grain yield of
tropical rice as affected by plant density and nitrogen level. Agron J
1971, 63(3):503–506.

40. Wu G, Wilson LT, McClung AM: Contribution of rice tillers to dry matter
accumulation and yield. Agron J 1998, 90(3):317–323.

41. Aphalo PJ, Ballaré CL, Scopel AL: Plant-plant signalling, the shade-
avoidance response and competition. J Exp Bot 1999, 50(340):1629–1634.

42. Lam H-M, Coschigano K, Oliveira I, Melo-Oliveira R, Coruzzi G: The
molecular-genetics of nitrogen assimilation into amino acids in higher
plants. Annu Rev Plant Biol 1996, 47(1):569–593.

43. Mittler R: Abiotic stress, the field environment and stress combination.
Trends Plant Sci 2006, 11(1):15–19.

44. Schmidt D, Baldwin I: Transcriptional responses of Solanum nigrum to
methyl jasmonate and competition: a glasshouse and field study. Funct
Ecol 2006, 20(3):500–508.

45. Du Z, Zhou X, Ling Y, Zhang Z, Su Z: agriGO: a GO analysis toolkit for the
agricultural community. Nucleic Acids Res 2010, 38(suppl 2):W64–W70.

46. Pierik R, Djakovic-Petrovic T, Keuskamp DH, de Wit M, Voesenek L: Auxin
and ethylene regulate elongation responses to neighbor proximity
signals independent of gibberellin and DELLA proteins in arabidopsis.
Plant Physiol 2009, 149(4):1701–1712.

47. Pierik R, Millenaar FF, Peeters AJ, Voesenek LA: New perspectives in
flooding research: the use of shade avoidance and Arabidopsis thaliana.
Ann Bot 2005, 96(4):533–540.

48. Pierik R, Visser EJW, De Kroon H, Voesenek LACJ: Ethylene is required in
tobacco to successfully compete with proximate neighbours. Plant Cell
Environ 2003, 26(8):1229–1234.

49. Pierik R, Whitelam GC, Voesenek LACJ, De Kroon H, Visser EJW: Canopy
studies on ethylene-insensitive tobacco identify ethylene as a novel
element in blue light and plant–plant signalling. Plant J 2004,
38(2):310–319.

50. Keuskamp DH, Sasidharan R, Pierik R: Physiological regulation and
functional significance of shade avoidance responses to neighbors. Plant
Signal Behav 2010, 5(6):655–662.

51. de Wit M, Kegge W, Evers JB, Vergeer-van Eijk MH, Gankema P, Voesenek
LA, Pierik R: Plant neighbor detection through touching leaf tips precedes
phytochrome signals. Proc Natl Acad Sci 2012, 109(36):14705–14710.

52. Polko JK, Pierik R, van Zanten M, Tarkowská D, Strnad M, Voesenek LA,
Peeters AJ: Ethylene promotes hyponastic growth through interaction
with ROTUNDIFOLIA3/CYP90C1 in Arabidopsis. J Exp Bot 2013,
64(2):613–624.

53. Baloch A, Soomro A, Javed M, Ahmed M, Bughio H, Bughio M, Mastoi N:
Optimum plant density for high yield in rice (Oryza sativa L.). Asian J
Plant Sci 2002, 1(1):25–27.

54. Bi Y-M, Kant S, Clark J, Gidda S, Ming F, Xu J, Rochon A, Shelp BJ, Hao L,
Zhao R, Mullen RT, Zhu T, Rothstein SJ: Increased nitrogen-use efficiency
in transgenic rice plants over-expressing a nitrogen-responsive early
nodulin gene identified from rice expression profiling. Plant Cell Environ
2009, 32(12):1749–1760.

55. Thimm O, Bläsing O, Gibon Y, Nagel A, Meyer S, Krüger P, Selbig J, Müller
LA, Rhee SY, Stitt M: mapman: a user-driven tool to display genomics
data sets onto diagrams of metabolic pathways and other biological
processes. Plant J 2004, 37(6):914–939.

56. Livak KJ, Schmittgen TD: Analysis of relative gene expression data using
real-time quantitative PCR and the 2ΔΔCT Method. Methods 2001,
25(4):402–408.

57. Roessner U, Wagner C, Kopka J, Trethewey RN, Willmitzer L: Simultaneous
analysis of metabolites in potato tuber by gas chromatography–mass
spectrometry. Plant J 2000, 23:131–142.

58. Nuin PWE, Summers PS, Guevara DR, Golding GB: GC/MS Analysis Software
Package. In 2004.

59. Kopka J, Schauer N, Krueger S, Birkemeyer C, Usadel B, Bergmüller E,
Dörmann P, Weckwerth W, Gibon Y, Stitt M: GMD@ CSB. DB: the Golm
metabolome database. Bioinformatics 2005, 21(8):1635–1638.

60. Fraley C, Raftery AE, Murphy TB, Scrucca L: mclust Version 4 for R: Normal
Mixture Modeling for Model-Based Clustering, Classification, and Density
Estimation. Technical Report No. 597, Department of Statistics, University of
Washington; 2012.

61. McNicholas PD, Murphy TB: Parsimonious Gaussian mixture models. Stat
Comput 2008, 18:285–296.

62. McNicholas PD, Jampani KR, McDaid AF, Murphy TB, Banks L: pgmm:
Parsimonious Gaussian Mixture Models, R package version 1.0. 2011.

doi:10.1186/1471-2164-15-681
Cite this article as: Misyura et al.: Nitrogen limitation and high density
responses in rice suggest a role for ethylene under high density stress.
BMC Genomics 2014 15:681.
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
	Conclusions

	Background
	Results
	Plant growth response to high density and nitrogen limitation
	Aspartate and glutamate levels vary under different growth conditions
	Transcriptome signatures of high density and nitrogen limitation stresses
	Cluster analysis of genes responsive to density stress identified co-regulated genes
	Genes associated with ethylene status are differentially expressed in rice plants grown under high density stress
	Ethylene response associated genes are differentially regulated in rice plants grown under high density stress treatment
	High density grown plants express higher levels of senescence-associated genes at 21 days


	Discussion
	High density and limiting nitrogen have similar but varying impacts on growth parameters, transcriptome and metabolism
	Aspartate and glutamate concentration are decreased under high density and nitrogen limitation
	Comparison of trancriptome signatures under high density and nitrogen limitation stress
	Unique physiological consequences of high density stress response

	Conclusions
	Methods
	Experimental design and rationale
	Plant growth conditions
	Gene expression: microarray and qRT-PCR
	Metabolic profiling
	Statistical analysis
	Cluster analysis

	Supporting data

	Additional files
	Competing interests
	Authors’ contributions
	Acknowledgements
	Author details
	References

