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Abstract
Hydrogen peroxide (H2O2) acts as a signaling molecule modulating the expression of various genes in plants. However,
the reference gene(s) used for gene expression analysis of H2O2 signaling is still arbitrary. A reliable result obtained by
quantitative real-time RT-PCR (RT-qPCR) highly depends on accurate transcript normalization using stably expressed
reference genes, whereas the inaccurate normalization could easily lead to the false conclusions. In this report, by using
geNorm and NormFinder algorithms, 12 candidate reference genes were evaluated and compared in root and shoot tissues of
Arabidopsis upon different doses of H2O2. The results revealed that, in our experimental conditions, three novel reference
genes (TIP41-like, UKN, and UBC21) were identified and validated as suitable reference genes for RT-qPCR normalization
in both root and shoot tissues under oxidative stress. This conclusion was further confirmed by publicly available microarray
data of methyl viologen and drought stress. In comparison with a single reference gene (EF-1a), the expression pattern of
ZAT12 modulated by H2O2, when using TIP41-like, UKN, and UBC21 as multiple reference gene(s), was similar with the
previous reports by using northern blotting. Thus, we proposed that these three reference genes might be good candidates for
other researchers to include in their reference gene validation in gene expression studies under H2O2-related oxidative stress.
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Introduction
Oxidative stress, largely arising from an imbalance in
the generation or removal of reactive oxygen species
(ROS), such as hydrogen peroxide (H2O2) and hydroxyl
radical, is a great challenge faced by aerobic organisms
(Desikan et al., 2001; Mittler, 2002). Although ROS were
originally thought to be toxic cellular metabolites
(Matsumoto & Motoda, 2013; Tian et al., 2013), it is now
recognized that H2O2 acts as a signaling molecule in both
plants and animals (Neill et al., 2002; Veal et al., 2007).
In plants, H2O2 is generated in normal metabolism via the
Mehler reaction in chloroplasts, electron transport in
mitochondria, and photorespiration (glycolate oxidase) in
peroxisomes (Neill et al., 2002; Mittler et al., 2004;
Chang et al., 2013). Besides, biotic and abiotic stresses
also enhance H2O2 generation via enzymatic sources, such
as plasma-membrane-localized NADPH oxidases or cell
wall peroxidases (Vranová et al., 2002). For example,
more evidence indicates that abiotic stresses such as
dehydration, extremes of temperature, salt stress, and
excess irradiation can induce oxidative stress and initiate
H2O2 signaling responses (Desikan et al., 2000). To
understand the complex regulatory gene networks
involved in H2O2 signaling, therefore, there is
considerable interest in monitoring the expression
changes of key genes under oxidative stresses.
The zinc-finger protein ZAT12 belongs to the zinc
finger protein family, potentially involving in ROS
signaling and responses to abiotic stress. Its expression is
transcriptionally enhanced during osmotic, drought,
salinity, temperature, oxidative, high-light stress, and
wounding (Davletova et al., 2005). Meanwhile, plants
possess many unique, putative Ca2+ sensors, including a
large family (50 in Arabidopsis) of calmodulin-like
proteins termed CMLs. These proteins likely play

important roles as sensors in Ca2+-mediated
developmental and stress response pathways. CML37 is
one of the CMLs in Arabidopsis. The previous report
illustrated that the expression of CML37 was increased
when Arabidopsis seedlings suffer from H2O2 treatment
(Vanderbeld & Snedden, 2007). Together, both ZAT12
and CML37 play important roles in the H2O2 stress
response, and were commonly analyzed in H2O2 stress
condition (Desikan et al., 2001; Rizhsky et al., 2004;
Vanderbeld & Snedden, 2007).
To date, quantitative real-time RT-PCR (RT-qPCR)
is the best method available for assessing the expression
trends of target genes, because of its higher sensitivity,
specificity and broad quantification range (Gachon et al.,
2004; Dekkers et al., 2012). It is important that the data of
RT-qPCR should be normalized according to a
constitutively and uniformly expressed gene, known as
reference gene(s), whose abundance is strongly correlated
to the total amounts of mRNA present in each sample
(Huggett et al., 2005; Skern et al., 2005). Nevertheless,
reference genes have often been adopted from the
literatures without taking into account their specific
tissue-dependent behaviors or the special design of the
respective study. Unfortunately, the expression of
traditional reference genes is not always stable (Tai et al.,
2009; Borges et al., 2012; Manoli et al., 2012; Rapacz et
al., 2012). Thus, a single endogenous gene can usually
lead to erroneous normalization (Vandesompele et al.,
2002; Remans et al., 2008).
In recent years, several studies revealed that
different reference genes should be used for RT-qPCR
normalization in different types of plants under
different oxidative conditions. For example, Le et al.
(2012) showed that F-box protein family (F-box) and
60s ribosomal protein (60s) genes are the most suitable
reference genes in both dehydrated and salt-stressed
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soybean root or shoot tissues. As for cold stress,
insulin-degrading enzyme (IDE) and 60s genes are the
most suitable reference genes in soybean roots, while
F-box and actin 27 (ACT27) is the best pair in shoots.
By contrast, Zhu et al. (2013) reported that JX272646
and SAND family protein (SAND) are the most stably
expressed genes in Caragana intermedia under salt
stress. The combination of JX272645, JX272646, and
Protein phosphatase 2A (PP2A) genes is suitable for
PEG-treated roots, whereas TIP41-like family protein
(TIP41-like) and PP2A are appropriate for PEG-treated
shoots. Furthermore, SAND and Elongation factor -1α
(EF-1α) are the most stably expressed genes in coldtreated leaves. Considering these results are mainly
generated from different sets of candidate genes at the
beginning of each validation, it is hard to compare all
of the present results in an individually examined
oxidative stress. An important point for identifying
suitable reference genes is thus the selection of
candidate genes used in the validation procedure,
which should be already assessed as good ones
regarding their expression stability. The database
published by Czechowski et al. (2005) gives a great of
help to choose suitable reference genes for RT-qPCR
analyses. In Arabidopsis, some novel reference genes
but not the traditional ones, has become the superior
choice for validation and quantitation of gene
expression under a broad range of developmental and
environmental conditions. These reference genes are
suitable candidates for RT-qPCR normalization under
oxidative conditions. Moreover, as H2O2 signaling is
involved in all of the oxidative stresses, identifying the
suitable reference gene(s) in H2O2 signaling may open
a new window for gene expression studies of all
oxidative stresses.
The goal of this study was to explore suitable
reference genes upon H2O2 treatment with different
concentrations in Arabidopsis root and shoot tissues.
According to the database published by Czechowski et
al. (2005), the stability of 12 candidate reference genes
was examined and compared. Using the available
algorithms geNorm (Vandesompele et al., 2002) and
NormFinder (Andersen et al., 2004), 3 novel reference
genes were identified more stably expressed than
traditional one(s) in H2O2 signaling and its related
oxidative stress. The expression stability of these
reference genes was further confirmed. Finally, this
work supported the idea that the systematic validation of
reference genes when using RT-qPCR approach in plant
cells, should never be underestimated.
Materials and Methods
Plant material and growth conditions: The wild-type
(Columbia, Col-0) Arabidopsis (Arabidopsis thaliana)
were applied during the experiments. Seeds were
surface-sterilized for 20 min and washed three times
with sterilized water, then cultured in Petri dishes with
half-strength Murashige and Skoog (MS, pH 5.8) solid
medium containing 1% (w/v) sucrose. Plates
containing seeds were kept at 4oC for 2 d, and then
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transferred into a growth chamber with a 16/8 h
(day/night) regimes at 22oC and 120 μmol m-2 s-1
irradiation. 10-d-old Arabidopsis seedlings were
transferred to half-strength MS liquid medium
containing 1 mM and 20 mM H2O2. Seedlings without
H2O2 treatment were regarded as a control. Root and
shoot tissues samples were collected after 0 h, 1 h, 3 h
of H2O2 treatment, and directly frozen in liquid
nitrogen and stored at -80 oC until further analysis.
RNA isolation and quality control: Total RNA was
extracted from root and shoot tissues with Trizol reagent
(Invitrogen, Gaithersburg, MD, USA) according to the
manufacturer’s instructions. The RNA was further
dissolved in DNase-treated distilled water. Concentration
of each RNA sample was analyzed using the NanoDrop
2000 spectrophotometer (Thermo Fisher Scientific,
Wilmington, DE, USA). Only the RNA samples with
A260/280 ratio between 1.9 and 2.1, and A260/230 ratio
greater than 2.0 were applied for further analysis (Nolan
et al., 2006; Kumar et al., 2013). The integrity of RNA
samples was checked through gel electrophoresis by
resolving the samples on 1.2 % agarose gel in 1×TBE
buffer at 100 V.
cDNA synthesis and real-time RT-PCR (RT-qPCR)
analysis: By using an oligo(dT) primer and M-MLV
reverse transcriptase (BioTeke, Beijing, China). cDNA was
synthesized from 2 μg of total RNA. RT-qPCR
experiments were performed using a Mastercycler® ep
realplex real-time PCR system (Eppendorf, Hamburg,
Germany) with SYBR pre-mixture kit (BioTeke, Beijing,
China). Combined with the background information related
to the reference genes for RT-qPCR normalization from
recent reports in H2O2-treated Arabidopsis (Table 1) and
the previous corresponding descriptions (Czechowski et al.,
2005), 12 genes (ACT2, Clathrin, EF-1α, F-box, GAPDH,
PPR, SAND, TIP41-like, UBC21, UBQ10, UKN, and YLS8)
as the candidate reference genes were chosen in this study
(Table 2). Additionally, the primer pairs 5’TGACGGTGGCGATCAAAAAC-3’ and 5’-AGCGTCG
TTGTTAGGCTTCT-3’
were
used
for
ZAT12
(At5g59820); 5’-CCGCCTAAGAGACTAACGCA-3’ and
5’-TAGCGGAAGCAGCTCGTTAAA-3’ were used for
CML37 (At5g42380). Similar to previous report (Kumar et
al., 2013), the efficiency and specificity of all the primers
were checked by both melting curve analysis and agarose
gel electrophoresis.
The amplification of all genes were performed by
the following conditions: 95°C for 10 min, followed by
40 cycles of 95°C for 15 s, 55°C for 15 s and 68°C for
15 s, The melting curves were analyzed at 60°C to
95°C in increments of 0.5°C every 5 s (Rivera-Vega et
al., 2012; Hanafy et al., 2013; Lai et al., 2014).
Negative controls were included to confirm the
suitability of the assay conditions. Samples of all
reference genes were evaluated for RT-qPCR analysis
using three independent biological replicates and each
replicate was performed in at least triplicate.
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Table 1. Background information related to the reference genes for RT-qPCR normalization from recent
reports in H2O2-treated Arabidopsis.
H2O2 treatments
Reference gene
Samples
Key references
(mM)
0.05–50
Suspension cells
Volkov et al., 2006
ACT2
10
Seeds
Liu et al., 2010
10
Whole seedlings and leaves
Wu et al., 2012
ACT11
20
Leaves
Xu et al., 2011
EF-1α
0.5
Roots
Sundaravelpandian et al., 2013
UBA
0.5
Roots
Wang et al., 2010
UBC
20
Leaves
Ng et al., 2013
2
Whole seedlings
Wang et al., 2013
UBQ10
0.05–50
Shoots
Pucciariello et al., 2012
Data processing: Two statistical algorithms geNorm
(Vandesompele et al., 2002) and NormFinder (Andersen et
al., 2004) were used to evaluate the stability of the
candidate reference genes. Assessment of expression levels
were based on the number of amplification cycles needed
to reach a specific threshold (quantification cycle; Cq) in
the exponential phase of PCR (Bustin et al., 2010). For
both programs, all Cq values were converted into relative
quantities before inputting into software. The relative
expression levels of corresponding genes were calculated
relative to the maximum abundance in different samples.
The highest relative quantify for each gene was set to 1.0.
The geNorm algorithm (Vandesompele et al., 2002)
calculates a stability measure (M) for each gene and then
the pairwise variation (V) of this gene with the others. It
creates a stability ranking according to their stability.
NormFinder algorithm (Andersen et al., 2004) estimates
intra- and inter-group variation by using a statistical and
mathematical model. The variation in the expression for
each gene can be measured directly (Chi et al., 2012).
The heatmap of gene expression is obtained from
Bio-Array Resource (BAR, http://bar.utoronto.ca/) using
the default parameters and the microarray data supplied
by Toufighi et al. (2005).
Results
A variety of reference genes in H2O2-treated
Arabidopsis: H2O2 is the simplest peroxide compound
and has been ubiquitously used for testing oxidative
responses (Cheng et al., 2013; González-Sánchez et al.,
2013). After searching related studies in primary research
journals in plant biology (The Plant Cell, Plant
Physiology, etc.), we try to obtain the reference genes
used for RT-qPCR normalization upon H2O2 treatment in
Arabidopsis. Fortunately, there were at least six different
reference genes were found to be used for RT-qPCR
analyses (Table 1). We also noticed that there is no fixed
internal control gene used for oxidative conditions,
neither in different concentrations of H2O2 treatment nor
in different tissues. Among the reference genes listed in
Table 1, ACT2 seems to be the most common internal
control gene for RT-qPCR normalization upon H2O2
treatments, followed by UBQ10. Since the studies that use
inappropriate reference genes may result in
misapprehensive gene expression model and incorrect
results, a systematic evaluation of the stability of
reference genes should be performed for studying
oxidative responses in Arabidopsis.

Expression profiling of candidate reference genes for
oxidative stress in Arabidopsis: Twelve candidate genes
that represent different gene families and functional
classes, were selected for RT-qPCR validation under
oxidative conditions. These include 5 traditional
housekeeping genes (ACT2, EF-1α, GAPDH, UBC21, and
UBQ10) and 7 novel reference genes (Clathrin, F-box,
PPR, SAND, TIP41-like, UKN, and YLS8) according to
the database published by Czechowski et al. (2005)
(Table 2). Meanwhile, oxidative conditions were achieved
by adding 1 mM and 20 mM H2O2 into half-strength MS
liquid medium (Desikan et al., 2001). Total RNA from
root and shoot tissues were isolated after treating with
H2O2 for 0 h, 1 h, and 3 h, respectively.
To obtain an overview of the relative abundance of
candidate reference genes, the average of Cq values were
analyzed for each gene across all the tested root and shoot
tissues (Fig. 1). SYBR green-based RT-qPCR analysis
illustrated that various candidate reference genes
displayed different levels of abundance. The average Cq
values ranged from 18 to 32, while the most of values
lying between 21 and 28. UBQ10 and ACT2 showed
higher transcript than other genes, while Clathrin was the
least expressed gene in the all tested samples. Analysis in
transcript abundance of all tested samples revealed that
each tested gene exhibited higher transcript levels in shoot
tissues than roots. The more significant differences could
be observed in GADPH and EF-1α transcripts. Therefore,
we separated the results from root and shoot tissues into
two groups in the subsequent analysis.
Analysis of candidate reference gene expression
stability: There is an important software program named
geNorm algorithm which has became a popular and useful
method to evaluate the expression stability of candidate
reference genes due to its function of standardize analysis
(Vandesompele et al., 2002; Gutierrez et al., 2008). The
geNorm algorithm relies on the principle that the
expression ratios calculated by logarithmically
transformed between two ideal reference genes, should be
consistent, and each gene’s average expression stability
(M) value which reflects the expression stability of the
gene compared to the others, was calculated by the
average of pairwise standard deviation between the tested
genes. The candidate reference genes were ranked by
geNorm based on their M value. Genes with the lower M
value means the higher stability, while the higher M value
indicates the lower stability (Vandesompele et al., 2002).
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Table 2. Candidate reference genes used in this study. The primers sequences
were described by Czechowski et al. (2005).
Gene
symbol

Gene name

Arabidopsis
Primer sequences (5’→3’)
homolog locus

Actin2

AT3G18780

F- CTTGCACCAAGCAGCATGAA
R- CCGATCCAGACACTGTACTTCCTT

Clathrin adaptor complex
subunit

AT5G46630

F- TCGATTGCTTGGTTTGGAAGAT
R- GCACTTAGCGTGGACTCTGTTTGATC

EF-1α

Translation elongation factor 1
alpha

AT5G60390

F- TGAGCACGCTCTTCTTGCTTTCA
R- GGTGGTGGCATCCATCTTGTTACA

F-box

F-box family protein

AT5G15710

F- TTTCGGCTGAGAGGTTCGAGT
R- GATTCCAAGACGTAAAGCAGATCAA

Glyceraldehyde-3-phosphate
dehydrogenase C2

AT1G13440

F- TTGGTGACAACAGGTCAAGCA
R- AAACTTGTCGCTCAATGCAATC

Pentatricopeptide repeat
superfamily protein

AT5G55840

F- AAGACAGTGAAGGTGCAACCTTACT
R- AGTTTTTGAGTTGTATTTGTCAGAGAAAG

SAND family protein

AT2G28390

F- AACTCTATGCAGCATTTGATCCACT
R- TGATTGCATATCTTTATCGCCATC

AT4G34270

F- GTGAAAACTGTTGGAGAGAAGCAA
R- TCAACTGGATACCCTTTCGCA

ACT2
Clathrin

GAPDH
PPR
SAND

TIP41-like TIP41-like family protein
UBC21

Ubiquitinconjugating enzyme 21

AT5G25760

F- CTGCGACTCAGGGAATCTTCTAA
R- TTGTGCCATTGAATTGAACCC

UBQ10

Ubiquitin10

AT4G05320

F- GGCCTTGTATAATCCCTGATGAATAAG
R- AAAGAGATAACAGGAACGGAAACATAGT

UKN

Unknown

AT4G26410

F- GAGCTGAAGTGGCTTCCATGAC
R- GGTCCGACATACCCATGATCC

YLS8

Mitosis protein YLS8

AT5G08290

F- TTACTGTTTCGGTTGTTCTCCATTT
R- CACTGAATCATGTTCGAAGCAAGT

Fig. 1. Average of quantification cycle (Cq) values for the 12
candidate reference genes used in this study. 10-d-old
Arabidopsis seedlings were transferred to half-strength MS
liquid medium containing 0 mM (control), 1 mM, and 20 mM
H2O2. Total RNA was isolated from root and shoot tissues after
loading H2O2 for 0 h, 1 h, and 3 h, respectively. Values were
given in the form of RT-qPCR quantification cycle numbers
across all tested samples.

Among the H2O2-treated samples, TIP41-like and
SAND were ranked as the most stable reference genes by
using geNorm analysis, followed by UBC21 in root tissues
(Fig. 2A). Meanwhile, TIP41-like and UBC21 were
observed to be the most stable genes, followed by SAND in
shoot tissues of our experimental conditions (Fig. 2B). To
give an insight into the suitable reference genes in whole
tissue samples, we combined the results obtained from root
and shoot tissues. Finally, TIP41-like and UBC21 were
regarded as the two most stable reference genes for further
RT-qPCR normalization under H2O2 stressed conditions,
followed by UKN and SAND (Fig. 2C). In contrast, EF-1α
and Clathrin ranked lower than any other reference genes,
and both of them were suggested to be excluded from
stringent normalization (Fig. 2).
Although the most stable reference genes had been
ranked as the appropriate choice for normalization, the
use of two or more reference genes could be more
accurate and credible. The geNorm software also
calculate the pairwise variations (Vn/n+1) between two
sequential normalization factors to evaluate the necessity
of adding further reference genes. Pairwise variation cutoff V value of 0.15 is a threshold (Vandesompele et al.,
2002), below which the inclusion of an additional
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reference gene is not required. The pairwise variation
analyses show that V values were less than 0.15 in this set
of samples until V7/8 (Fig. 2D). According to these
criteria, it indicated that the use of two reference genes
was sufficient to normalize gene expression in our
experimental conditions. However, when considering
total samples, the V3/4 and V6/7 values were much lower
than that of V2/3, while no such obvious difference was
observed between V3/4 and V4/5, and between V6/7 and
V5/6. Therefore, considering operation capacity and
convenience, the combination of three reference genes
was recommended to be as a optimal choice.
As geNorm dependents on an elimination
procedure to select a stable pair of reference genes,
there is a small risk when using this algorithm (Infante
et al., 2008). If the genes are co-regulated genes,
geNorm would easily give erroneous suggestions. To
avoid introducing unnecessary bias, all of the data were
re-assessed by NormFinder. This is a mathematical
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model which takes into account intra- and inter-group
variations for normalization factor calculations. It
ranks the entire tested gene according to their stability
values, and the most stable gene have the lowest values
(Andersen et al., 2004). Interestingly, we found that
the ranking generated by this algorithm (Fig. 3) was
similar with those determined by geNorm (Fig. 2).
TIP41-like was still the highest ranked reference gene
in both roots (Fig. 3A) and shoots (Fig. 3B). The
stability value of TIP41-like was 0.018, 0.059, and
0.054 in roots, shoots, and total samples, respectively.
When evaluated across all the tested samples, the best
combination obtained from NormFinder analysis in
H2O2-treated plants was TIP41-like and UKN, and the
stability value of which was 0.041. Therefore, TIP41like and UKN were considered as the best pair for RTqPCR normalization upon H2O2 treatment (Fig. 3C).
Moreover, EF-1α was clearly not a reliable reference
gene in our experimental conditions.

Fig. 2. Average expression stability values (M) and pairwise variation (V) analysis of candidate reference genes under oxidative
conditions by geNorm. 12 candidate reference genes were amplified in cDNA samples from root and shoot tissues under 0 mM
(control), 1 mM, and 20 mM H2O2 treatments. A lower M indicated more stable expression. Mean expression stability following
stepwise exclusion of the least stable gene from root tissues (A), shoot tissues (B), or total samples (C), respectively. The Vn/n+1
measured the effect of adding additional reference genes on the normalization factor for these treatments (D). The dash line denotes
0.15 cut-off V value. Calculations were performed as described in “Materials and methods” section.
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expressions of 11 candidate reference genes (PPR gene is
not included in this database) during methyl viologen
treatment in Arabidopsis root and shoot tissues were
investigated (Fig. 4A). The heatmap of gene expression at
Arabidopsis growth stage 1.02 showed that the relative
gene expression of TIP41-like and UBC21 (ranged from 0.1 to 0.2), and UKN (ranged from -0.2 to 0.1), were more
stable than the majority of tested candidate reference
genes when exposed to 10 µM methyl viologen.
Meanwhile, the maximal changes were observed in the
expression levels of ACT2 (ranged from -0.4 to 0.4),
while UBQ10 gene seemed to be constantly decreased by
oxidative stress. Although the expression levels of EF-1α
were not greatly changed in this data set, it consistently
decreased after 6 h of oxidative treatment in both shoot
and root tissues.
Since H2O2 signaling is also related to droughtinduced oxidative stress (Desikan et al., 2001), the
stability of above mentioned candidate reference genes
were investigated again under drought stress conditions
(Fig. 4B). Similar to the results produced from methyl
viologen treatments (Fig. 4A), microarray data also
showed that the relative gene expression of TIP41-like
(ranged from -0.1 to 0.2) and UKN (ranged from -0.2 to
0.1), were still more stable than the majority of tested
candidate reference genes under drought conditions. By
contrast, the relative expression of ACT2 increased after
0.25 h of drought treatment in shoot tissues and then
rapidly decreased, with the changes from 50% gain to
40% loss within 3 h of drought stress. Furthermore, a
biphasic change along 24 h of drought treatment was
observed in relative expression of EF-1α. Together,
combined with the results from geNorm and NormFinder
analyses (Figs. 2 and 3), these results indicated that
TIP41-like, UKN, and UBC21, rather than EF-1α or
ACT2, were the suitable reference genes for RT-qPCR
normalization in H2O2 signaling.

Fig. 3. Ranking of candidate reference genes based on stability
values calculated by NormFinder. 12 candidate reference genes
were amplified in cDNA samples from root and shoot tissues
under 0 mM (control), 1 mM, and 20 mM H2O2 treatments.
Relative quantifications of root tissues (A), shoot tissues (B), or
total samples (C) were performed respectively, as described in
“Materials and methods” section.

Verification of reference genes by referring to
microarray data: To further confirm the results from
H2O2 treatments, the stability of all candidate reference
genes were compared according to published microarray
experiments. By using the e-Northern tool provided by
the Bio-Array Resource for Arabidopsis Functional
Genomics (http://bar.utoronto.ca/), the relative gene

Validation of reference gene(s): To demonstrate the
usefulness of the above validated candidate reference
genes in RT-qPCR, the relative expression levels of two
Arabidopsis H2O2-induced genes, ZAT12 and CML37
were analyzed using single (EF-1a) and multiple
reference gene(s) (TIP41-like, UKN, and UBC21) in our
experimental conditions. In this study, the expression
levels were assessed under H2O2 stress for different treat
time points (Fig. 5). When TIP41-like, UKN, and UBC21
were used for normalization, the expression of ZAT12
under H2O2 treatment increased strongly at 0.5 h and 1 h,
and then decreased rapidly at 3 h. These were similar with
the previous results by using RNA blotting, showing the
expression of ZAT12 was abruptly increased and declined
within 2 h, following a further decline after 4 h treatment
with H2O2 (Rizhsky et al., 2004). Meanwhile, CML37
expression levels were progressively increased during 3 h
treatment when using multiple reference gene(s) for
normalization. Comparatively, the increased ZAT12 and
CML37 transcripts were slowed down during the
beginning period of treatment (1 h) by using the single
reference gene (EF-1a).
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Fig. 4. Relative expression of candidate reference genes for research on oxidative and drought stresses obtained from microarray data
sets. (A) Time-course analysis of 10 µM methyl viologen stress responses in root and shoot tissues of Arabidopsis seedlings. (B)
Time-course analysis of the drought stress responses in Arabidopsis root and shoot tissues. Relative expression values of 11 candidate
reference genes were obtained from Bio-Array Resource (Toufighi et al., 2005). Relative expression of PPR gene was not found in
this database.

Discussion
Previously, a database of reference genes has been
identified in Arabidopsis (Czechowski et al., 2005). This
set contains putative reference genes for transcript
normalization under different developmental stages, biotic
and abiotic stresses, hormonal treatments and nutrient
stress conditions. Since H2O2 is the intermediary signaling
molecule related to all of these conditions, the choice of
suitable reference gene(s) for RT-qPCR normalization in
H2O2 signaling was assessed in this investigation.
In fact, the related reference genes in H2O2-treated
Arabidopsis were variable (Table 1). According to the
database published by Czechowski et al. (2005), 12
candidate reference genes were evaluated in both
Arabidopsis root and shoot tissues when loading different
doses of H2O2 (Table 2; Fig. 1). In our experimental
systems, by using geNorm and NormFinder algorithms,
we identified and validated 3 novel reference genes
(TIP41-like, UKN, and UBC21) for transcriptional
analysis under H2O2 treatment in Arabidopsis (Figs. 1-3).
Publicly available microarray data of methyl viologen
treatment confirmed this conclusion (Fig. 4A). Methyl
viologen is a widely used herbicide which can induce
superoxide anion production in the chloroplasts, thereafter
leading to H2O2 accumulation (Xu et al., 2012). The
relationship between methyl viologen and H2O2 indicated
that these 3 novel reference genes can be used for RT-

qPCR normalization under oxidative stress. Interestingly,
when we checked the microarray data of drought stress,
the relative expression of TIP41-like and UKN were still
more stable than the majority of tested candidate
reference genes (Fig. 4B). It is known that drought stress
enhances H2O2 production in different cellular
compartments. Photorespiration is likely to account for
over 70% of total H2O2 production under drought stress
conditions (Noctor et al., 2002). Therefore, these results
strengthened the possibility that TIP41-like, UKN, and
UBC21 could be regarded as suitable reference genes for
RT-qPCR analysis in H2O2 signaling and/or its related
oxidative stressed conditions.
Although slight differences were found in the results
from geNorm and NormFinder analyses, we concluded
that TIP41-like was the most stable reference gene shown
in H2O2-related oxidative stress (Figs. 2 and 3). Similarly,
TIP41-like was also identified as the most stable reference
gene across different tissues and developmental stages in
other plants such as tomato (Expósito-Rodríguez et al.,
2008) and bamboo (Fan et al., 2013). Moreover, it was
suggested that TIP41-like exhibited the highest expression
stability, not only under iron- and nitrogen-related stress
(Han et al., 2013; Warzybok & Migocka, 2013), but also
under other different abiotic stress conditions
(Czechowski et al., 2005). Therefore, TIP41-like appeared
to be a novel “super-stable” reference gene for RT-qPCR
normalization in a wide range of experimental settings.
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Fig. 5. Relative expression levels of ZAT12 and CML37 during
H2O2 treatment conditions using single or multiple reference
gene(s) for normalization. 10-day-old Arabidopsis seedlings
were transferred to half-strength MS liquid medium containing
20 mM H2O2 for 3 h. Total RNA was isolated from root tissues
at the indicated time points. Single reference gene (EF-1a) and
multiple reference genes (TIP41-like, UKN, and UBC21) were
respectively used for normalization. Values are mean.

Unfortunately, normalization to a single endogenous
gene can not meet the needs of academic rigor, since it
leads to relatively large errors (Vandesompele et al.,
2002). Subsequently, the pairwise variation analyses (Fig.
2D) showed that two reference genes were enough for
reliable RT-qPCR normalization in gene expression
studies of H2O2 signaling, because V2/3 was less than
0.15 in this set of samples. But this cut-off V value can
not be taken as an absolute rule, while the V3/4 values
were much lower than that of V2/3. Although lower
values were also obtained by using four or five reference
genes, too many reference genes was not a form of
rational economic behavior. Thus, we proposed that the
combination of three reference genes (TIP41-like, UKN,
and UBC21), was the optimal choice for RT-qPCR
normalization in H2O2-related oxidative stress.
To illustrate the suitability of the reference genes
revealed in the present study, the expression pattern of
ZAT12 and CML37, two H2O2-induced marker genes, by
using single and multiple reference gene(s) for

normalization, were analyzed and compared. These
results (Fig. 5) illustrated that the expression levels of two
genes using EF-1α for normalization were different from
the results using TIP41-like, UKN, and UBC21 as
reference gene(s). More importantly, the expression of
H2O2-induced ZAT12, reported by using RNA northern
blotting (Rizhsky et al., 2004), was similar with the
change pattern of RT-qPCR analysis using TIP41-like,
UKN, and UBC21 for normalization. These results clearly
showed that suitable reference gene presents a crucial role
in accurate validate the data of RT-qPCR, and the
combination of TIP41-like, UKN, and UBC21 might
provide a strong foundation for determining transcript
quantification under H2O2 treatment.
Comparatively, we also noticed that EF-1α might be
not a reliable reference gene, at least in our experimental
conditions (Figs. 1-5). These results can be supported by
the fact that EF-1α plays a vital role in expediting the
execution of the apoptotic program when subjected to
oxidative stress (Chen et al., 2000). Moreover, EF-1α is
responsible for actin interactions and bundling, which is
required for regulation of the actin cytoskeleton and cell
morphology (Gross & Kinzy, 2005). Although ACT2 is
the most common internal control gene for RT-qPCR
normalization in H2O2-treated Arabidopsis (Table 1), it
was still suggested to be excluded from stringent
normalization according to microarray data analysis in
this study. It was also reported that a lethal UV dose of
50 kJ/m2 can induce the expression of metacaspase-8
(AtMC8) by 80-fold when using 18S as a reference gene,
while using ACT2 instead, would result in a calculated
induction of 120-fold because UVC down-regulates
ACT2 (He et al., 2008). Actually, ROS signaling to actin
aggregation has been documented in yeast (FranklinTong & Gourlay, 2008). The reorganization of actin
microfilaments stimulated by increased ROS suggests
that it is an early target for oxidative stress in animal
cells (Dalle-Donne et al., 2001). In plants, Wilkins et al.
(2011) also showed that ROS and nitric oxide (NO)
mediate actin reorganization and programmed cell death
in the self-incompatibility response of papaver. Thus,
actin may be a target for H2O2 and NO signals, which
makes it not suitable for RT-qPCR normalization in
H2O2 signaling studies.
Conclusions
In summary, our work evaluates the appropriate
choice of reference genes for gene expression analyses of
H2O2 signaling. We showed that some traditional
reference genes (EF-1α, ACT2) currently used, might be
rather unstable expressed during H2O2 stressed conditions.
Most importantly, the combination of TIP41-like, UKN,
and UBC21 is suggested to be the best choice of reference
genes for exploring H2O2 signaling in Arabidopsis.
Therefore, we proposed that these reference genes can be
suitable candidates for other researchers to include in their
reference gene validation in gene expression studies under
H2O2-related oxidative stress. Together, above results
provide a valuable evidence for the importance of
adequate reference genes in RT-qPCR normalization,
insisting on the use of suitable reference gene validation
in all transcriptional researches.

REFERENCE GENES AND HYDROGEN PEROXIDE SIGNALING

Acknowledgments
This work was supported by the Fundamental
Research Funds for the Central Universities
(KYTZ201402), the National Natural Science
Foundation of China (31170241, 31200195, J1210056
and J1310015), the Scientific Innovation Research of
College Graduate in Jiangsu Province (CXZZ12_0268),
and the Priority Academic Program Development of
Jiangsu Higher Education Institutions (PAPD).
References
Andersen, C.L., J.L. Jensen and T.F. Ørntoft. 2004.
Normalization
of
real-time
quantitative
reverse
transcription-PCR data: a model-based variance estimation
approach to identify genes suited for normalization, applied
to bladder and colon cancer data sets. Cancer Res., 64:
5245-5250.
Borges, A., S.M. Tsai and D.G. Caldas. 2012. Validation of
reference genes for RT-qPCR normalization in common
bean during biotic and abiotic stresses. Plant Cell Rep., 31:
827-838.
Bustin, S.A., J.F. Beaulieu, J. Huggett, R. Jaggi, F.S. Kibenge,
P.A. Olsvik, L.C. Penning and S. Toegel. 2010. MIQE
précis: Practical implementation of minimum standard
guidelines for fluorescence-based quantitative real-time
PCR experiments. BMC Mol. Biol., 11: 74.
Chang, H.L., C.Y. Kang and T.M. Lee. 2013. Hydrogen
peroxide production protects Chlamydomonas reinhardtii
against light-induced cell death by preventing singlet
oxygen accumulation through enhanced carotenoid
synthesis. J. Plant Physiol., 170: 976-986.
Chen, E., G. Proestou, D. Bourbeau and E. Wang. 2000. Rapid
up-regulation of peptide elongation factor EF-1α protein
levels is an immediate early event during oxidative stressinduced apoptosis. Exp. Cell Res., 259: 140-148.
Cheng, H., Q. Zhang and D. Guo. 2013. Genes that respond to
H2O2 are also evoked under light in Arabidopsis. Mol.
Plant, 6: 226-228.
Chi, X., R. Hu, Q. Yang, X. Zhang, L. Pan, N. Chen, M. Chen,
Z. Yang, T. Wang, Y. He and S. Yu. 2012. Validation of
reference genes for gene expression studies in peanut by
quantitative real-time RT-PCR. Mol. Genet. Genomics,
287: 167-176.
Czechowski, T., M. Stit, T. Altmann, M.K. Udvardi and W.R.
Scheible. 2005. Genome-wide identification and testing of
superior reference genes for transcript normalization in
Arabidopsis. Plant Physiol., 139: 5-17.
Dalle-Donne, I., R. Rossi, A. Milzani, P. Di Simplicio and R.
Colombo. 2001. The actin cytoskeleton response to
oxidants: from small heat shock protein phosphorylation to
changes in the redox state of actin itself. Free Radic. Biol.
Med., 31: 1624-1632.
Davletova, S., K. Schlauch, J. Coutu and R. Mittler. 2005. The
zinc-finger protein Zat12 plays a central role in reactive
oxygen and abiotic stress signaling in Arabidopsis. Plant
Physiol., 139: 847-856.
Dekkers, B. J., L. Willems, G. W. Bassel, R. P. van BolderenVeldkamp, W. Ligterink, H. W. Hilhorst and L. Bentsink.
2012. Identification of reference genes for RT-qPCR
expression analysis in Arabidopsis and tomato seeds. Plant
Cell Physiol., 53: 28-37.
Desikan, R., S. A-H-Mackerness, J.T. Hancock and S.J. Neill.
2001. Regulation of the Arabidopsis transcriptome by
oxidative stress. Plant Physiol., 127: 159-172.

1801

Desikan, R., S.J. Neill and J.T. Hancock. 2000. Hydrogen
peroxide-induced gene expression in Arabidopsis thaliana.
Free Radic. Biol. Med., 28: 773-778.
Expósito-Rodríguez, M., A.A. Borges, A. Borges-Pérez and J.A.
Pérez. 2008. Selection of internal control genes for
quantitative real-time RT-PCR studies during tomato
development process. BMC Plant Biol., 8: 131.
Fan, C., J. Ma, Q. Guo, X. Li, H. Wang and M. Lu. 2013.
Selection of reference genes for quantitative real-time PCR
in bamboo (Phyllostachys edulis). PLoS One, 8: e56573.
Franklin-Tong, V.E. and C.W. Gourlay. 2008. A role for
actin in regulating apoptosis/programmed cell death:
evidence spanning yeast, plants and animals. Biochem.
J., 413: 389-404.
Gachon, C., A. Mingam and B. Charrier. 2004. Real-time
PCR: what relevance to plant studies? J. Exp. Bot., 55:
1445-1454.
González-Sánchez, M.I., L. González-Macia, M.T. Pérez-Prior,
E. Valero, J. Hancock and A.J. Killard. 2013.
Electrochemical detection of extracellular hydrogen
peroxide in Arabidopsis thaliana: a real-time marker of
oxidative stress. Plant Cell Environ., 36: 869-878.
Gross, S.R. and T.G. Kinzy. 2005. Translation elongation factor
1A is essential for regulation of the actin cytoskeleton and
cell morphology. Nat. Struct. Mol. Biol., 12: 772-778.
Gutierrez, L., M. Mauriat, S. Guénin, J. Pelloux, J.F. Lefebvre,
R. Louvet, C. Rusterucci, T. Moritz, F. Guerineau, C.
Bellini and O. Van Wuytswinkel. 2008. The lack of a
systematic validation of reference genes: a serious pitfall
undervalued in reverse transcription-polymerase chain
reaction (RT-PCR) analysis in plants. Plant Biotechnol. J.,
6: 609-618.
Han, B., Z. Yang, M.K. Samma, R. Wang and W. Shen. 2013.
Systematic validation of candidate reference genes for
qRT-PCR normalization under iron deficiency in
Arabidopsis. Biometals, 26: 403-413.
Hanafy, M.S., A. El-Banna, H.M. Schumacher, H.J. Jacobsen
and F.S. Hassan. 2013. Enhanced tolerance to drought and
salt stresses in transgenic faba bean (Vicia faba L.) plants
by heterologous expression of the PR10a gene from potato.
Plant Cell Rep., 32: 663-674.
He, R., G.E. Drury, V.I. Rotari, A. Gordon, M. Willer, T.
Farzaneh, E.J. Woltering and P. Gallois. 2008.
Metacaspase-8 modulates programmed cell death induced
by ultraviolet light and H2O2 in Arabidopsis. J. Biol.
Chem., 283: 774-783.
Huggett, J., K. Dheda, S. Bustin and A. Zumla. 2005. Real-time
RT-PCR normalisation; strategies and considerations.
Genes Immun., 6: 279-284.
Infante, C., M.P. Matsuoka, E. Asensio, J.P. Cañavate, M. Reith
and M. Manchado. 2008. Selection of housekeeping genes
for gene expression studies in larvae from flatfish using
real-time PCR. BMC Mol. Biol., 9: 28.
Kumar, K., M. Muthamilarasan and M. Prasad. 2013. Reference
genes for quantitative real-time PCR analysis in the model
plant foxtail millet (Setaria italica L.) subjected to abiotic
stress conditions. Plant Cell Tiss. Organ Cult., 115: 13-22.
Lai, X., X. Kang, L. Zeng, J. Li, Y. Yang and D. Liu. 2014. The
protective effects and genetic pathways of thorn grape
seeds oil against high glucose-induced apoptosis in
pancreatic β-cells. BMC Complement. Altern. Med., 14: 10.
Le, D.T., D.L. Aldrich, B. Valliyodan, Y. Watanabe, C.V. Ha,
R. Nishiyama, S.K. Guttikonda, T.N. Quach, J.J. GutierrezGonzalez, L.S. Tran and H.T. Nguyen. 2012. Evaluation of
candidate reference genes for normalization of quantitative
RT-PCR in soybean tissues under various abiotic stress
conditions. PLoS One, 7: e46487.

HENG ZHOU ET AL.,

1802
Liu, Y., N. Ye, R. Liu, M. Chen and J. Zhang. 2010. H2O2
mediates the regulation of ABA catabolism and GA
biosynthesis in Arabidopsis seed dormancy and
germination. J. Exp. Bot., 61: 2979-2990.
Manoli, A., A. Sturaro, S. Trevisan, S. Quaggiotti and A. Nonis.
2012. Evaluation of candidate reference genes for qPCR in
maize. J. Plant Physiol., 169: 807-815.
Matsumoto, H. and H. Motoda. 2013. Oxidative stress is
associated with aluminum toxicity recovery in apex of pea
root. Plant Soil, 363: 399-410.
Mittler, R. 2002. Oxidative stress, antioxidants and stress
tolerance. Trends Plant Sci, 7: 405-410.
Mittler, R., S. Vanderauwera, M. Gollery and F. Van
Breusegem. 2004. Reactive oxygen gene network of plants.
Trends Plant Sci., 9: 490-498.
Neill, S., R. Desikan and J. Hancock. 2002. Hydrogen peroxide
signalling. Curr. Opin. Plant Biol., 5: 388-395.
Ng, S., A. Ivanova, O. Duncan, S. R. Law, O. Van Aken, I. De
Clercq, Y. Wang, C. Carrie, L. Xu, B. Kmiec, H. Walker,
F. Van Breusegem, J. Whelan and E. Giraud. 2013. A
membrane-bound NAC transcription factor, ANAC017,
mediates
mitochondrial
retrograde
signaling
in
Arabidopsis. Plant Cell, 25: 3450-3471.
Noctor, G., S. Veljovic-Jovanovic, S. Driscoll, L. Novitskaya
and C. H. Foyer. 2002. Drought and oxidative load in the
leaves of C3 plants: A predominant role for
photorespiration? Ann. Bot., 89: 841-850.
Nolan, T., R.E. Hands and S.A. Bustin. 2006. Quantification of
mRNA using real-time RT-PCR. Nat. Protoc., 1: 1559-1582.
Pucciariello, C., S. Parlanti, V. Banti, G. Novi and P. Perata. 2012.
Reactive oxygen species-driven transcription in Arabidopsis
under oxygen deprivation. Plant Physiol., 159: 184-196.
Rapacz, M., A. Stępień and K. Skorupa. 2012. Internal standards
for quantitative RT-PCR studies of gene expression under
drought treatment in barley (Hordeum vulgare L.): the
effects of developmental stage and leaf age. Acta Physiol.
Plant., 34: 1723-1733.
Remans, T., K. Smeets, K. Opdenakker, D. Mathijsen, J.
Vangronsveld and A. Cuypers. 2008. Normalisation of realtime RT-PCR gene expression measurements in
Arabidopsis thaliana exposed to increased metal
concentrations. Planta, 227: 1343-1349.
Rivera-Vega, L., P. Mamidala, J.L. Koch, M.E. Mason and O.
Mittapalli. 2012. Evaluation of reference genes for
expression studies in ash (Fraxinus spp.). Plant Mol. Biol.
Rep., 30: 242-245.
Rizhsky, L., S. Davletova, H. Liang and R. Mittler. 2004. The
zinc-finger protein Zat12 is required for cytosolic ascorbate
peroxidase 1 expression during oxidative stress in
Arabidopsis. J. Biol. Chem., 279: 11736-11743.
Skern, R., P. Frost and F. Nilsen. 2005. Relative transcript
quantification by quantitative PCR: roughly right or
precisely wrong? BMC Mol. Biol., 6: 10.
Sundaravelpandian, K., N.N. Chandrika and W. Schmidt. 2013.
PFT1, a transcriptional mediator complex subunit, controls
root hair differentiation through reactive oxygen species
(ROS) distribution in Arabidopsis. New Phytol., 197: 151161.
Tai, H.H., G. Conn, C. Davidson and H.W. Platt. 2009.
Arbitrary multi-gene reference for normalization of realtime PCR gene expression data. Plant Mol. Biol. Rep., 27:
315-320.

Tian, S., G. Qin and B. Li. 2013. Reactive oxygen species
involved in regulating fruit senescence and fungal
pathogenicity. Plant Mol. Biol., 82: 593-602.
Toufighi, K., S. M. Brady, R. Austin, E. Ly and N. J. Provart.
2005. The Botany Array Resource: e-Northerns, Expression
Angling, and promoter analyses. Plant J., 43: 153-163.
Vanderbeld, B. and W. A. Snedden. 2007. Developmental and
stimulus-induced expression patterns of Arabidopsis
calmodulin-like genes CML37, CML38 and CML39. Plant
Mol Biol., 64: 683-697.
Vandesompele, J., K. De Preter, F. Pattyn, B. Poppe, N. Van
Roy, A. De Paepe and F. Speleman. 2002. Accurate
normalization of real-time quantitative RT-PCR data by
geometric averaging of multiple internal control genes.
Genome Biol., 3: research0034.
Veal, E.A., A.M. Day and B.A. Morgan. 2007. Hydrogen
peroxide sensing and signaling. Mol. Cell, 26: 1-14.
Volkov, R.A., I.I. Panchuk, P.M. Mullineaux and F. Schöffl.
2006. Heat stress-induced H2O2 is required for effective
expression of heat shock genes in Arabidopsis. Plant Mol.
Biol., 61: 733-746.
Vranová, E., D. Inzé and F. Van Breusegem. 2002. Signal
transduction during oxidative stress. J. Exp. Bot., 53: 12271236.
Wang, P., Y. Du, X. Zhao, Y. Miao and C.P. Song. 2013. The
MPK6-ERF6-ROS-responsive cis-acting element7/GCC
box complex modulates oxidative gene transcription and
the oxidative response in Arabidopsis. Plant Physiol., 161:
1392-1408.
Wang, Y., A. Ries, K. Wu, A. Yang and N.M. Crawford. 2010.
The Arabidopsis prohibitin gene PHB3 functions in nitric
oxide-mediated responses and in hydrogen peroxideinduced nitric oxide accumulation. Plant Cell, 22: 249-259.
Warzybok, A. and M. Migocka. 2013. Reliable reference genes
for normalization of gene expression in cucumber grown
under different nitrogen nutrition. PLoS One, 8: e72887.
Wilkins, K.A., J. Bancroft, M. Bosch, J. Ings, N. Smirnoff and
V.E. Franklin-Tong. 2011. Reactive oxygen species and
nitric oxide mediate actin reorganization and programmed
cell death in the self-incompatibility response of papaver.
Plant Physiol., 156: 404-416.
Wu, A., A.D. Allu, P. Garapati, H. Siddiqui, H. Dortay, M.I.
Zanor, M.A. Asensi-Fabado, S. Munné-Bosch, C. Antonio,
T. Tohge, A. R. Fernie, K. Kaufmann, G. P. Xue, B.
Mueller-Roeber
and
S.
Balazadeh.
2012.
JUNGBRUNNEN1, a reactive oxygen species-responsive
NAC transcription factor, regulates longevity in
Arabidopsis. Plant Cell, 24: 482-506.
Xu, J., B. Zhang, C. Jiang and F. Ming. 2011. RceIF5A,
encoding an eukaryotic translation initiation factor 5A in
Rosa chinensis, can enhance thermotolerance, oxidative
and osmotic stress resistance of Arabidopsis thaliana. Plant
Mol. Biol., 75: 167-178.
Xu, S., L. Wang, B. Zhang, B. Han, Y. Xie, J. Yang, W. Zhong,
H. Chen, R. Wang, N. Wang, W. Cui and W. Shen. 2012.
RNAi knockdown of rice SE5 gene is sensitive to the
herbicide methyl viologen by the down-regulation of
antioxidant defense. Plant Mol. Biol., 80: 219-235.
Zhu, J., L. Zhang, W. Li, S. Han, W. Yang and L. Qi. 2013.
Reference gene selection for quantitative real-time PCR
normalization in Caragana intermedia under different
abiotic stress conditions. PLoS One, 8: e5319

(Received for publication 21 September 2014)

