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Abstract: Silver nanoparticles (AgNPs) have been widely used in industry due to their
unique physical and chemical properties. However, AgNPs have caused environmental
concerns. To understand the risks of AgNPs, Arabidopsis microarray data for AgNP, Ag+,
cold, salt, heat and drought stresses were analyzed. Up- and down-regulated genes of more
than two-fold expression change were compared, while the encoded proteins of shared and
unique genes between stresses were subjected to differential enrichment analyses. AgNPs
affected the fewest genes (575) in the Arabidopsis genome, followed by Ag+ (1010), heat
(1374), drought (1435), salt (4133) and cold (6536). More genes were up-regulated than
down-regulated in AgNPs and Ag+ (438 and 780, respectively) while cold down-regulated
the most genes (4022). Responses to AgNPs were more similar to those of Ag+ (464 shared
genes), cold (202), and salt (163) than to drought (50) or heat (30); the genes in the first
four stresses were enriched with 32 PFAM domains and 44 InterPro protein classes.
Moreover, 111 genes were unique in AgNPs and they were enriched in three biological
functions: response to fungal infection, anion transport, and cell wall/plasma membrane
related. Despite shared similarity to Ag+, cold and salt stresses, AgNPs are a new stressor
to Arabidopsis.
Keywords: silver nanoparticles; silver ions; abiotic stresses; gene expression; protein functions;
pathways; Arabidopsis thaliana
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1. Introduction
Nanoparticles of 1–100 nm in size [1,2] have been used in different sectors of industry [3]. In 2010,
it was reported that 63%–91% of the 260,000–309,000 metric tons of worldwide products containing
nanoparticles ended up in landfills while 8%–28% of them went into soil [4]. Of all nanoparticles,
silver nanoparticles (AgNPs) have wide and successful applications in clothing, coatings on domestic
products, food packaging, pesticides, electronics, photonics, medical drug delivery and biological
tagging medicine [5–10].
Human health, food safety and environmental impacts are of prime concern regarding the usage of
AgNPs [11–14]. A recent study showed that application of sewage biosolid with a low concentration
of 21 ± 17 nm AgNPs (0.14 mg Ag kg−1 soil) to a field produced only one third of the original biomass
in plants and soil microbes [15]. If AgNPs are released to the environment, they can be taken up and
internalized into cells, tissues and systems. AgNPs in human, plant and microbial cells can result in
adverse effects, including oxidative stress (imbalance between free radicals and their containments),
cytotoxicity and genotoxicity (ability to damage the genetic information within a cell) [14,16–18].
AgNPs are a novel abiotic stressor and an emerging environmental contaminant to plants [19–21].
Uptake and accumulation of AgNPs in root caps and columella cells and transport of AgNPs through
intercellular space (i.e., short distance transport) and via vascular tissue (i.e., long distance transport)
were reported in Arabidopsis thaliana (herein, Arabidopsis) [19,22–24]. AgNPs accumulate in the cell
walls of Arabidopsis and rice (Oryza sativa L.) [19,25]. Exposure of roots to AgNPs produced
conflicting results, either inhibiting or promoting root growth [26,27]. But a recent study of the effects
of AgNPs noted that lateral root initiation and development was promoted after the primary root apical
meristem was abolished and the primary root growth was inhibited [22].
The causes of silver nanotoxicity are still in debate. One school of thoughts is that silver ions (Ag+) are
released by AgNPs, causing chemical damage [28,29], while the other school considers the nano size
AgNPs cause physical/mechanical damage [19]. Chemical silver specification in plant physiology due
to physical nano silver uptake in plant tissue is also considered [30,31]. For example, ethylene is a
plant hormone in various stress responses that involve Ag+. In the presence of such ethylene
biosynthesis inhibitors, such as Ag+ (as silver thiosulfate, [Ag(S2O3)2]3−), in the hydroponic nutrient
solution, the Fe-deficiency stress responses were inhibited in the roots of cucumber (Cucumis sativus L.
cv Ashley) [32]. Within plant cells, more AgNPs will pose more physical harm while greater surface
area of AgNPs will release more Ag+ to drive more toxicity. However, a recent expression study in
Arabidopsis showed that gene expression profiles in AgNP and Ag+ treatments are shared and thus,
concluded phytotoxicity (toxicity to plants) between the two stresses are similar [29].
Plants, being sessile, have adapted to abiotic stresses such as cold, salt, drought and heat. Cellular
and molecular responses of plants to these four abiotic stresses have been studied extensively [33–35].
The initial responses to abiotic stresses include a transient increase of cytoplasmic Ca2+, elevated
intracellular secondary messengers, such as inositol polyphosphate, reactive oxygen species (ROS,
such as oxygen ions and peroxides) and Abscisic acid (ABA, a plant hormone), and increase in
mitogen-activated protein kinase (MAPK) pathways [36–41]. The next level of stress response
involves regulatory proteins that are directly involved in protection from cellular damage, and up- and
down-regulation of stress-specific genes [42,43]. Secondary metabolites are also important for plants in
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response to abiotic stress. They are involved in structure stabilization, photoprotection, protection from
antioxidants and antiradicals, signal transducing, and accumulation of polyamines; some are precursors
of plant hormones and contribute to signal transduction of hormones [44–47].
When exposed to abiotic and biotic stresses, plant cell wall is the first mechanical layer of stress
perception and plays a dynamic and structural role in plant adaptation [48]. Extracellular peroxidases
act as modifiers of cell wall and produce superoxide, hydrogen peroxidase and oxidative burst when
encountering stresses [49–51]. Oxidative burst triggers production of ROS, accumulation of
phenylpropanoid (a type of secondary metabolites) biosynthesis enzymes, and changes of gene
expression in plant defense response [50,52]. Plasmodesmata are pores of 50–60 nm in diameter and
connect adjacent neighboring plant cells. Plasmodesmata can carry out trafficking and transport of
proteins, mRNAs and small molecules between cells [53]. When plants are in stress, small RNAs are
found in plasmodesmata [54,55]. AgNPs were found to aggregate in the cell walls and plasmodesmata
in Arabidopsis [19] and gold nanoparticles were found to transport through plasmodesmata in
poplar [56].
In contrast to commonly known abiotic stresses, the understanding of AgNP stress or silver
nanotoxicity in plants is still in its infancy and remains elusive [12,15,19,31]. This study aimed to
understand whether AgNP stress is similar to other abiotic stresses in plants. Four well-studied abiotic
stresses (cold, salt, drought, heat) and silver ion (Ag+) stress were comprehensively compared with
AgNP stress in Arabidopsis. Gene expression, protein function and pathways were used to elucidate
similarities and differences in the six abiotic stresses.
2. Results
2.1. Overview of the Affected Genes by the Six Abiotic Stresses
Six sets of publically available microarray data from GEO and Array Express were used. Based on
M-values generated from these collective data, the genes with either M ≥ 1 or M ≤ −1 were listed
separately for the six abiotic stresses (Table S1). The list of differentially expressed genes showed that
different number of genes in the Arabidopsis thaliana genome were affected by the six different
abiotic stresses: between 575 and 6536 genes were differentially expressed, with AgNPs and Ag+
having the least (575 and 1010, respectively) and cold and salt stresses having the most (6536 and
4133, respectively) numbers of affected genes (Table 1). Drought and heat stresses have similar
numbers of affected genes (1435 and 1374, respectively) (Table 1). In addition, cold stress changed the
expression of 23.84% of genes (total 6536) in the Arabidopsis genome (27416 protein-coding nuclear
genes based on the TAIR 10 release) and exhibited a predominantly down-regulating effect on gene
expression. In terms of gene numbers in the AgNP, Ag+ and drought stresses, there were more
up-regulated than down-regulated genes. The salt and heat stresses had approximately similar numbers
of up- and down-regulated genes. The total number of genes affected by Ag+ (1010) is more than that
by AgNPs (575); however both stresses induced more genes than they suppressed by a 3:1 ratio.
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Table 1. The number list of differentially expressed genes that have more than two-fold
differences (i.e., M ≥ 1 or M ≤ −1) in Arabidopsis thaliana affected by six abiotic stresses,
silver nanoparticles (AgNPs), silver ions (Ag+), cold, salt, drought and heat.
% a = regulated gene number/total affected genes.
Stress

Number of up
regulated genes (% a)

Number of down
regulated genes (% a)

Number of total
affected genes

Percentage of total
affected genes in
genome

AgNPs
Ag+
Cold
Salt
Drought
Heat

439 (76.34)
780 (77.22)
2514 (38.46)
2057 (49.77)
814 (56.72)
694 (50.50)

136 (23.65)
230 (22.77)
4022 (61.54)
2076 (50.23)
621 (43.28)
680 (49.50)

575
1010
6536
4133
1435
1374

2.10
3.68
23.84
15.08
5.23
5.01

Overviews of metabolic/regulatory pathway and cellular compartments were displayed for all the
expressed genes in the six abiotic stresses in Figure 1. The displays allowed the first glimpse of global
comparison among the six abiotic stresses: no stresses shared identical expression patterns. In the six
stresses, cold stress mainly suppressed the genes in major primary and secondary metabolism
(Figure 1B); salt induced the genes in both primary and secondary metabolism (Figure 1F). Drought
and heat stresses showed differential patterns though shared some similarity (Figure 1C,E); heat also
induced more genes than drought in both primary and secondary metabolism. AgNP and Ag+ stresses
exhibited a similar, but not identical, pattern (Figure 1A,D). Moreover, Ag+ suppressed more genes in
photosynthesis and sugar metabolism than AgNPs did, while AgNPs induced more genes in cell wall
biosynthesis than Ag+.
More than 30 metabolic/regulatory pathways and cell compartments were compared to further
understand the differences and similarities in the differential gene expression patterns between AgNP
and Ag+ stresses (Figure S1). Reactive oxygen species (ROS) associated genes were up-regulated by
both AgNPs and Ag+; this agreed with previous results [57–60]. Although it has been reported that
DNA repair might be involved in the AgNP stress in animal and human cell culture studies [61–64],
there was no difference in this Arabidopsis study (Figure S1). In the secondary metabolism, AgNPs
demonstrated more up-regulated genes of lignin and lignans than Ag+. In nitrogen metabolism, nitrate
reductase gene was up-regulated in the Ag+ stress; this was probably due to the source of NO3− from
AgNO3. Some ion transport genes were up-regulated in the AgNP stress but not present in Ag+ as
shown in transport overview (Figure S1). The genes of sulfate (SO42−) carbonic anhydrase pathway
were up-regulated (i.e., induced) by AgNPs but not by Ag+ (Figure S1).
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Figure 1. Metabolic pathway overviews for all the six abiotic stresses. M-value data in
Table S1 for all the identified Arabidopsis genes were used to display in MapMan Image
Annotator. Two color scale schemes were used; blue was to denote genes that were
induced and red was to denote genes that were suppressed by (a) AgNPs; (b) Cold;
(c) Drought; (d) Ag+ (AgNO3); (e) Heat; and (f) Salt.
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2.2. Gene Ontology Term Enrichment
No difference was found in gene ontology (GO) term enrichments of the total up-regulated genes by
AgNP and Ag+ stresses (Figure 2). In addition, there was no enrichment for the down-regulated genes
by AgNP and/or Ag+ stresses. The up-regulated genes in both stresses were enriched in lipid transport
and transition metal ion in the category of biological process, peroxidase activity in the category of
molecular function, and extracellular region in the category of cellular component (Figure 2A–C;
Table S2).

a

Figure 2. Cont.
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Figure 2. Gene Ontology (GO) term enrichment based on GO terms for total up-regulated
genes by AgNP and Ag+ stresses. GO term enrichment results for (a) Biological processes;
(b) Molecular function; and (c) Cellular components were presented. All colored boxes are
enriched with q-value (FDR) less than 0.05 (q < 0.05) and the density of color shows the
degree of enrichment, i.e., red (p-value < 10−9), dark orange (p-value 10−7 to 10−9), orange
(p-value 10−5 to 10−7), yellow (p-value 10−3 to 10−5) and white (p-value > 10−3).
To understand the similarities in AgNP and Ag+ stresses, GO term enrichment analysis of the
shared genes in both the stresses was compared. The Venn diagram data showed a total of 464 genes
were shared by AgNP and Ag+ stresses (Figure 3A; these genes are listed in Table S3). These genes
were enriched in lipid transport (GO:0006869) and transition metal ion transport II (GO:0000041) in
the category of biological process (Figure S2A); antioxidant activity (GO:0016684) and peroxidase
activity (GO:0004601) in the category of molecular function (Figure S2B); the extracellular regions in
the category of cellular components (GO:0005576) (Figure S2C).
To understand the differences in AgNP and Ag+ stresses, GO enrichment analysis was compared for
the specific genes in either AgNP or Ag+ stress. A total of 546 Ag+-specific genes (Figure 3A, listed in
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Table S3) were enriched for more than 30 biological processes (Figure S3A). For example, nitrate
transport (GO:0015706), transition metal ion transport I (GO:0000041), response to nitrate
(GO:0010167). In contrast, 111 AgNP-specific genes (Figure 3A, listed in Table S3) were slightly
enriched for only one biological process, response to fungus (GO:0009620) (Figure S3B).
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Figure 3. Venn diagrams of the genes with more than two fold expression changes and
shared among the six stresses. (a–e) were two way comparison and (f) was four way.
Overlapped areas were shared genes while non-overlapped areas were specific/unique
genes for individual stress. (a) Between AgNPs and Ag+; (b) Between AgNPs and cold;
(c) Between AgNPs and salt; (d) Between AgNPs and drought; (e) Between AgNPs and
heat; (f) Among AgNPs, Ag+, cold and salt.
2.3. Protein Domain Enrichment
Protein domains curated by PFAM are categorized based on the similarity of global sequence
alignments [65,66]. The coded proteins of induced and suppressed genes by the six abiotic stresses
were subjected to PFAM protein domain enrichment analysis. A total of 32 uniquely enriched PFAM
protein domains were identified across the four abiotic stresses, cold, salt, AgNPs, Ag+ (see Table S2).
This implies that these four stresses differ from the other two stresses, drought and heat. Four enriched
domains, PF01419:Jacalin, PF00141:peroxidase, PF00234:Tryp_alpha_amyl and PF00067:p450,
were shared in AgNP and/or Ag+ stress. PF01419:Jacalin, Jacalin-like lectin domain, is a
mannose/galactose-binding lectin domain with three beta-sheets [67,68]. Jacalin-like lectin domain
containing proteins include Jacalin, which is seed lectin and agglutinin from jackfruit (Artocarpus
heterophyllus) [69]. The peroxidases containing PF00141:peroxidase domain use hydrogen peroxide
(H2O2) to accept electrons and produce water when catalyzing oxidative reactions [70]. One class of
plant-specific peroxidases is involved in tissue-specific reactions; two of their notable reactions
are ethylene production and defense against wounding [71]. The proteins containing
PF00234:Tryp_alpha_amyl domain is a group of plant lipid transfer proteins (LTPs) and is involved in
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plant defense mechanisms [72,73]. LTPs transfer lipids in membranes. The proteins containing the
PF00067:p450 domain belong to a superfamily of cytochrome p450 (p450), which catalyze the final
reactions [RH + O2 + NADPH + H+  ROH + H2O + NADP+] in biological electron transfer
chains [74]. Plant p450s are involved in diverse reactions, especially in plant defense and secondary
metabolite production [75–77]. Among these four enriched domains, the genes to encode the proteins
containing PF00067:p450 domains were also associated with down-regulated genes by cold [78,79]. In
addition, PF03106:WRKY and PF00847:AP2 were shared by the upregulated protein-encoding genes
in Ag+ and salt stresses and in salt and cold stresses, respectively. PF03106:WRKY domains belong to
DNA-binding transcription factors which are one of the largest signaling/regulatory protein families in
plants [80,81]. WRKYs could integrate with such signaling cascades as mitogen-activated protein
kinase (MAPK), MAPK kinases and defense proteins. The proteins containing the PF00847:AP2
domain are transcription factors Apetala 2 in the large family of AP2/EREBP [82]. EREBP is
ethylene-responsive element binding protein. It implied that the signaling pathways in Ag+ and salt
stresses are involved in ethylene and WRKY transcription factors. The 32 enriched protein domains
with their related stresses could be visualized in Cytoscape in Figure 4A.
a

b

Figure 4. Cont.
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Figure 4. PFAM protein domain, InterPro protein class, and KEGG pathway enrichment of
the genes with more than two fold expression changes for all the six abiotic stresses.
(a) Visualization of 32 unique enriched PFAM protein domain across the six abiotic
stresses; (b) Display of 44 definite enriched InterPro classes associated with the six stresses;
(c) Nine enriched KEGG pathways in six stresses were shown. The enrichment results
were visualized using Cytoscape 3.1.0, where blue edges denote enrichment for
up-regulated genes and red edges denote enrichment for down-regulated genes. The
description of PFAM protein domain, InterPro protein class, and KEGG pathway were in
Tables S2, S4 and S5.
2.4. Enrichment of InterPro Protein Classes
InterPro [83,84] classifies proteins into families and predicts domains and reaction sites by
providing functional analysis of proteins [85,86]. InterPro classified protein (herein, InterPro protein
class) enrichment was based on predictive models as protein signatures, which were annotated in the
InterPro database. There would be a similarity between PFAM protein domain analysis and InterPro
protein class analysis; but the enrichment analysis by the latter could provide more specific data about
interested proteins, due to protein signatures. No enriched InterPro protein classes were found related
to drought and heat; this result matched PFAM protein domain enrichment (Tables S2 and S4). Among
the four abiotic stresses studied (cold, salt, AgNPs, Ag+), forty-four definite InterPro protein classes
were found associated with one or multiple stresses (Figure 4B and Table S4). Both the enrichment
analyses of PFAM protein domains and InterPro protein classes demonstrated that AgNP stress
induced more peroxidase (including domain, signature and function) encoding genes than Ag+ stress
did. For example, IPR000823:Plant peroxidase; IPR002016:Heme peroxidase, plant/fungal/bacterial;
IPR019794:Peroxidase, active site; PF00141:peroxidase in PFAM protein domain.
Between PFAM domain and InterPro protein class enrichment analyses, as predicted, an overall
similarity was found in the four abiotic stresses (AgNPs, Ag+, cold, salt; Figure 4A,B). However, there
were two major differences in these two enrichment analyses. The first difference was differential
occurrences of p450 domain-containing proteins in the four stresses (Figure 4B and Table S4). Based
on the PFAM domain enrichment (Figure 4A), only PF00067:p450 domain was associated with the
up-regulated genes by cold, and the down-regulated genes by AgNPs and/or Ag+. But the InterPro
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protein class enrichment presented differential results in four different classes of p450s.
IPR002401:Cytochrome p450 (E-class, group I) was shared between the up-regulated genes by salt
stress and down-regulated genes by cold. IPR017973:Cytochrome p450 (C-terminal region) was shared
between the up-regulated genes by Ag+ and the down-regulated genes by cold. Two other InterPro protein
classes, IPR001128:Cytochrome p450 and IPR017972:Cytochrome p450 conserved site, were shared
between the up-regulated genes by cold and down-regulated genes by AgNPs and/or Ag+ (Figure 4B
and Table S4).
The second difference in the two protein enrichment analyses was lipid transfer proteins (LTPs)
(Figure 4A,B). LTPs shuttle phospholipids and other fatty acid groups between cell membranes to
build cell walls [72]. Phospholipids are major components in cell membrane, including inositol
phosphate (InoP). Despite the fact that several LTPs were shown in both the enrichment analyses,
PF00234 was only in the PFAM protein domain analysis but was not in the InterPro protein class
analysis (Figure 4A,B). PF00234 is protease inhibitor/seed storage/LTP family domain [87].
2.5. Enrichment within KEGG Pathways
Kyoto Encyclopedia of Genes and Genomes (KEGG) annotation was used to show biological
pathway enrichment of up- and down-regulated genes of the six abiotic stresses. The connectivity of
each pathway related to the six stresses studied was displayed in Figure 4C and listed in Table S5.
Nine unique KEGG pathways in Arabidopsis (i.e., prefix with “ath”) were found in differentially
expressed genes induced by AgNP, Ag+ and cold stresses; but no enriched KEGG pathway was found
by salt, drought, and heat stresses. These nine KEGG pathways were characterized into three groups,
(1) five for cold stress; (2) three for both AgNP and Ag+ stresses; and (3) one for only AgNPs, which
was ath01061:Biosynthesis of phenylpropanoids.
The three shared KEGG pathways between AgNP and Ag+ stresses-regulated genes were in
secondary metabolism and methane metabolism. Ath00360:Phenylalanine metabolism is involved in
metabolism of terpenoids and polyketides. The pathway of Ath00940:Phenylpropanoid biosynthesis
starts with phenylalanine and produces a variety of secondary metabolites as precursors for signaling
(such as phenolic volatiles, coumarin, flavonoids) and structure (such as lignin, suberin, wall-bound
phenolics) [88,89]. Ath00680:Methane metabolism can reduce NADP+ to NADPH and convert glycine
to serine.
The single KEGG pathway of ath01061:Biosynthesis of phenylpropanoids was enriched in the only
AgNP up-regulated genes. The ath01061 pathway starts with the products of primary metabolism (i.e.,
glycolysis and the tricarboxylic acid cycle/the Krebs cycle) and ends up phenylpropanoids [88–91].
Phenylpropanoids are precursors to diverse secondary metabolites, such as tannins, lignans
and flavonoids.
2.6. Comparison of Shared and Specific Genes among Six Abiotic Stresses
Figure 3 showed that the number of the shared genes between two stresses (AgNP vs. Ag+, AgNP vs.
cold, AgNP vs. salt, AgNP vs. drought, AgNP vs. heat) and among four stresses (cold, salt, AgNP and
Ag+). The gene number shared between AgNP and Ag+ stresses (464) was much higher than those
between AgNP and with the other four stresses (202, 163, 50, and 30, respectively). The high number
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of shared genes might partially attribute to the potential release of silver ion (Ag+) from AgNPs [29,92].
Nevertheless, 111 genes were AgNP-specific but not Ag+-specific (Figure 3A). This may be in
agreement with our previous publication that indicated the effects of AgNPs were different from
Ag+ [19,31].
Among the other four abiotic stresses (cold, salt, drought, heat) studied, AgNP stress shared the
most genes affected with cold, followed by salt, then drought and finally, heat (Figure 3B–E). In the
category of biological processes, gene ontology (GO) term enrichment for AgNP-cold shared genes
were involved in response to acid (GO:0001101), and in response to oxygen containing compounds
(GO:1901700); in the category of molecular functions, involved in catalytic activity; and in the
category of cellular components, involved in extracellular region (Figure S4). Based on the GO
enrichment analysis, the similarity of AgNP and cold stresses may be due to their mechanical damages
on membrane/cell wall and induction of oxidative stress [93–95]. The four-way Venn diagram showed
that sixty-six genes were shared in response to AgNP, Ag+, cold and salt stresses. These 66 genes were
enriched in response to oxygen containing compounds and regulation of reactive oxygen species (ROS)
metabolism processes (GO:2000377) (Figure S5). Shared genes across three, four or six different stresses
were also provided in Figure S6 and Table S6.
There were another 60 genes specific to only AgNP stress but not to Ag+, cold, salt, and even to
drought and heat (Table S7). These genes were enriched in ion transport process, especially anion
transport (GO:0006820). This implies that Arabidopsis plants in the AgNP stress may have utilized
anion transporters to maintain ion homeostasis (or charge equilibrium) from unknown mechanism(s)
induced by AgNPs. The release of Ag+ by AgNPs cannot explain this phenomenon.
Only four genes (At5g10040, At4g17470, At1g01130, and At1g69500) were shared by all the
six abiotic stresses—AgNP, Ag+, cold, salt, drought, and heat stresses (Table S6). At5g10040
encodes one unknown protein involved in anaerobic respiration; At1g01130 one unknown
calcium/calmodulin-dependent protein kinase-like [96]; At1g69500 cytochrome p450 [97]; and
At4g17470 alpha/beta-hydrolases superfamily protein involved in changes in the endoplasmic
reticulum lipid properties when experiencing low temperature [72].
2.7. Protein-Protein Interaction Networks of Affected Genes by Six Abiotic Stresses
The protein-protein interaction (PPi) networks of the affected encoding genes (i.e., M-value ≥ 1
or ≤ −1) for all the six stresses were created (Figure 5). The PPi network of the cold stress was most
densely connected, followed by that of the salt stress. The other four stresses showed sparsely
connected with few protein hubs. The PPi network of the cold stress included 6536 gene-encoded
proteins and they could build the biggest network (among the six stresses) with an average
connectivity of 1.94269 (Table S8). An average connectivity of more than 1 indicates that the number
of edges (i.e., interactions) is more than the number of nodes in the network. This means each protein
has averaged more than one connection with other proteins.
A PPi network was also created for shared and specific gene-encoded proteins that were
induced/suppressed by the stress of AgNPs and/or Ag+ (Figure S7A; Table S9). This network
contained 368 nodes (derived from 1127 AgNP and/or Ag+ affected genes) and 129 edges. The
majority of the nodes (70%) had no connectivity. But in the AgNP stress, there was a major hub of
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heptahelical transmembrane protein (HHP2; encoded by At4g30850) (Figure S7B). HHP2 was
reported to be involved in membrane transport [98,99]. At4g30850 gene was up-regulated only by the
AgNP stress but not by the other five stresses. Interestingly, the hub of HHP2 had 20 edges (i.e.,
interactions) with Ag+-stress specific gene-encoded proteins and 11 edges with AgNP and Ag+ shared
gene-encoded proteins. Some of the edges include such transporters as ABC transporter family
proteins, oligopeptides transporter, nucleotide/sugar transporter family protein and copper transporter.
The list of HHP2 connected nodes and their connectivity’s were presented in Table S10.
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Figure 5. Protein-protein interaction (PPi) networks of affected genes (i.e., M-value ≥ 1 or
≤ −1) for all the six stresses. (a) AgNPs; (b) Cold; (c) Drought; (d) Ag+; (e) Heat; (f) Salt.
Nodes represented proteins and edges showed the interaction between proteins.
3. Discussion
3.1. Similarities and Differences of AgNP Stress and Five Other Abiotic Stresses
Plants respond to abiotic and biotic stresses by changing their gene expression and metabolism in
order to adapt the stresses [100,101]. Arabidopsis plants responded to cold and salt stresses by
changing expression of large numbers of genes, 23.84% and 15.08% of their genome; however, AgNP
stress did by only 2.10%, the lowest of all stresses examined (Table 1). It implies Arabidopsis plants
has a much reduced response to AgNP stress by up-regulating/down-regulating fewer genes and
producing/decreasing less of their encoded products than the other five stresses (Ag+, cold, salt,
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drought and heat). This indicates that AgNPs are a new different stressor for Arabidopsis plants and
in different plants and crop species [19,26,31,102]. However, the genetic differences elucidated in
this study could be qualitative results that cannot be statistically evaluated nor in consideration of
gene interactions.
Some of abiotic and biotic stresses trigger reaction oxygen species (ROS) responses [36,37,103].
The ROS reaction cascade triggered by stresses occurs in the membrane of the plant cells by
generation of such secondary messengers as calcium and ROS, and then follows by phosphorylation of
downstream proteins. This study showed that ROS-regulated genes (shown in Figure S5) and
GO:2000377 were shared by AgNP, Ag+, cold, and salt stresses. Although there is no direct evidence
of secondary messenger calcium accumulation nor AgNP receptors found in Arabidopsis cell
membranes, several studies reported induction of ROS in plants exposed to AgNPs [59,104]. In
addition, the enrichment of antioxidant activity for the genes affected by AgNPs (Table S11) was in
agreement with those studies. Upon the increase of ROS against stress, plants also produce
antioxidants to remove ROS from damaging cells [38]. At the same time, ROS are also intermediate
signals (i.e., secondary messengers) to induce Abscisic acid (ABA) and calcium cascade [105]. ABA
regulates approximate 10% of protein-coding genes in the Arabidopsis genome, the highest percentage
among all the plant hormones [106]. Animal and human cell line studies showed generation of ROS
and use of mitogen-activated protein kinase (MAPK) pathway to transduce signals of AgNPs [61,107].
Plants may also utilize oxidative stress signaling for AgNPs by using MAPK cascade modules.
3.2. Similarity and Difference of AgNP and Ag+ Stresses
This study showed no major difference in the enrichment analyses of GO term, PFAM protein
domain, InterPro protein classification, and KEGG pathways of AgNP and Ag+ affected genes
(Figure 2, Tables S2, S4, S5 and S11). However, most of their enrichments were related to oxygen
level and ROS, which are also regulated by cold and salt stresses. Enrichment of ornithine metabolism
process for AgNP/Ag+ affected genes illustrated that AgNP and Ag+ induced osmotic stress, which
consequently changed ornithine metabolism to synthesize more osmolytes, such as polyamines and
proline [108,109]. Osmotic stress is a rapid change in the solute concentration around a cell.
Another considerable enrichment in the both AgNP and Ag+ stresses was for phloem or xylem
histogenesis. This enrichment could be related to inhibition of primary root growth by AgNPs or Ag+;
thus, it implies possible production of lateral roots [21,22,25,27]. It was reported that AgNPs inhibited
root growth by directly destroying meristematic cells (able to divide) in root apical meristem
(RAM) [19] and indirectly promoted lateral root growth in Arabidopsis [22]. Although some lateral
root primordia were destroyed by AgNPs, the others could have survived to take over the
responsibility of nutrient and water uptake from primary roots [22]. Ag+ (of AgNO3) improved rooting
of vanilla (Vanilla planifolia) explants [110]. Nevertheless, improved root growth by Ag+ cannot
explain why Arabidopsis RAM was abolished by AgNPs.
On the other hand, the phytotoxicity of AgNPs has been shown to be much worse than their
released Ag+ [19,31]. AgNPs could contribute their toxicity in both the nanoparticles themselves (i.e.,
physical nano size) and their dissolved and released Ag+ to their surroundings (i.e., chemical Ag+
factor) [14,19,31]. The Arabidopsis root phenotypes in AgNP stress differ from those in the
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identical concentrations of the released Ag+ by AgNPs. In addition, AgNPs presented size- and
concentration-dependent toxicity [19,63]. Any study using only Ag+ (e.g., an AgNO3 solution) could
not answer size-dependent toxicity of AgNPs.
Cationic (or positive-charged) nanoparticles can pass through cell membranes by creating transitory
holes in membranes [111]. This process, thus, induces cytotoxicity. If Ag+ could penetrate plasma
membrane fast, then cytotoxicity would be severe. Thus, it is hypothesized that fast penetration of Ag+
across plasma membrane could affect photosynthetic electron transport and slow down primary
metabolic pathways sooner [112,113]. Once primary metabolic pathways were slowed down, affected
genes would be up- and down-regulated to allow plants to adapt into their Ag+ stress.
GO term enrichment analysis presented unique differences between AgNP and Ag+ stresses
(Figure S3). The genes specifically regulated by Ag+ were enriched for response to nitrate and related
processes. This probably attributed to the addition of NO3− (in AgNO3), a by-product of Ag+ stress.
Enrichment of nitrate related metabolism pathways could be corresponding with Ag+ mediated
responses such as in polyamine biosynthesis, ethylene- and calcium-mediated pathways [114]. PPi
networks of the AgNP and Ag+ affected genes-encoded proteins were similar to each other
(Figure 5A,D, respectively); but the network of Ag+ stress has slightly more connectivity than that of
AgNP stress.
3.3. Comparison of AgNP and Cold Stresses
Cold stress changed the expression of approximately a quarter of total genes in the Arabidopsis
genome and exhibited a predominantly suppressive effect on gene expression and most metabolic
pathways (Table 1, Figure 1B). Based on the Venn diagram analysis among the four abiotic stresses
(cold, drought, heat, salt) studied, AgNP stress shared the most genes affected by cold (Figure 3B),
up to 35% of AgNP regulated genes were also regulated by cold. Among the genes shared by AgNP
and cold stresses, 49 of them (including cold responsive gene, COR) were regulated by DREB1A
gene-encoded protein DREB1A (dehydration responsive element binding factor 1A). DREB1A is also
called CBF3 (C-repeat binding factor 3) and acts as a main regulon (a group of genes regulated by the
same regulatory protein) in cold response [115,116]. Particularly in this regulon, the ICE1-CBF-COR
signaling pathway has been known in regulating plant response to cold stress [117–122]. ICE is inducer of
CBF expression 1. CBF (i.e., DREB1) acts as a major player of the Arabidopsis regulatory network in
response to cold stress; this could imply a possible signaling crosstalk between CBF-regulated cold
response pathway [123] and other non-temperature signaling transduction pathways such as AgNPs.
Membrane leakage is the primary damage to cells upon cold stress [124], while ROS results in
initial signaling of cold stress [42]. Thus, cold acclimation by plants includes stabilization of cell
membrane integrity, production of ROS signals and antioxidative pathways, elevated levels in sugar
and osmolytes, such as polyamines [108,125]. The similar ROS signaling and antioxidant pathways
have been reported in the studies of rat cortical cell cultures and human murine dendritic cell lines
when treated with AgNPs [60,126]. Despite the fact that no direct evidence of AgNP entry/transport to
membrane is found in plant cells, aggregation of AgNPs in vacuoles and at plasmodesmata were
recently reported [19,31,127] as well as gold and carbon coated iron nanoparticles [56,128]. It
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indirectly implies that AgNPs, like cold stress, may induce ROS generation and consequently, change
the physical state of membranes.
GO term enrichment analysis also confirmed that both cold and AgNP stresses were enriched in the
molecular functions of response to ROS. In addition, both stresses were enriched in the molecular
function of response to fungus. In cold stress, ice formation was reported to cause a mechanical strain
on cell wall and membrane leading to cell rupture in winter wheat (Triticum aestivum) [129]. Rupture
of cells and their cell walls might have released some oligosaccharides similar to the elicitors induced
by fungal infection [130]. Moreover, PFAM domain enrichment analysis showed PF00067:p450
domain associated with AgNP and/or Ag+ up-regulated, and cold down-regulated genes (Table S2). It
was reported that there were more than 270 cytochrome p450 genes in the Arabidopsis genome and
they all played important roles in development and responses to abiotic and biotic stress [131].
However, most of stress-induced p450 genes could be triggered by multiple stresses but each response
was regulated according to individual stress [79]. This concurred the PFAM enrichment analysis in the
comparison of cold and AgNP stresses; Pf00067 was enriched for the down-regulated gene-encoded
proteins in cold stress but it was enriched for the up-regulated gene-encoded proteins in AgNP stress
(Figure 4A and Table S2).
3.4. AgNP-Specific Responses in Genes and Functions
AgNPs have been commonly used in human society for their unique antimicrobial properties [5,8].
They have been studied in assays, transport and accumulation and microarray studies to confirm their
phytotoxicity (toxicity to plants) [19,29,31]. Although the controversy between AgNPs and Ag+
continues, this current study could provide new insights and shed light to this controversy. Despite the
fact that AgNP and the other five abiotic stresses (Ag+, cold, drought, heat and salt) affected
similar metabolic pathways, AgNPs had some unique effects on Arabidopsis plants. First, the gene
ontology (GO) term enrichment analysis demonstrated that AgNP specific gene-encoded proteins were
enriched in two biological processes; one was enriched in Response to fungus (i.e., enriched
beta-1,3-endoglucanase domain) and the other was enriched in Anion transport. Response to fungus
demonstrates a similarity of AgNPs to biotic stresses (fungal infection specifically) and wounding.
Anion transport implies that the AgNP stress regulated different ion transporters from Ag+ or salt (Na+)
did. Second, among all the 60 AgNP-specific genes, they could be sorted into two categories,
protection from oxidative burst and involvement in cell wall and/or plasma membrane. The category of
protection from oxidative burst includes glutathione S-transferase and p450s [132]. The second
category was beta carbonic anhydrase 3, cellulose synthase, glycosyl hydrolase superfamily protein,
alpha/beta-hydrolases, hydroxyproline-rich glycoprotein, beta glucosidase, glycosyl hydrolase, and
some related to proteolysis processes such as serine carboxypeptidase-like 30.
4. Experimental Section
4.1. Microarray Data and Data Processing
Microarray data of six abiotic stresses in Arabidopsis thaliana were obtained from Gene
Expression Omnibus (GEO) [133,134] and from Array Express in the European Molecular Biology
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Laboratory [135,136]. They are silver nanoparticles (herein, AgNPs), silver nitrate (AgNO3; herein,
Ag+), cold, salt, drought and heat. The microarray data were listed as below.
E-MEXP-3950.
GSE5620.
GSE5621.
GSE5623.
GSE5624.
GSE5628.

AgNP and Ag+ stresses after 10-day treatment [29].
Control after 24 h treatment [137].
Cold stress after 24 h treatment [137].
Salt (NaCl) stress after 24 h treatment [137].
Drought stress after 24 h treatment [137].
Heat stress after 24 h treatment [137].

E-MEXP-3950 data came from whole seedlings after growing for 10 days in the presence of 5mg/L
AgNPs (of 20 nm) or Ag+ (i.e., AgNO3). Normalized log-2 transformed transcriptomic data [29] were
used to find the genes with more than two fold expression changes. Three biological replicates for each
treatment/control were averaged. The treatment average minus control average was taken as the final
value for each gene. Since normalized log 2 transformed data, i.e., M-values,
𝑡𝑟𝑒𝑎𝑡𝑚𝑒𝑛𝑡
[𝑀 − 𝑣𝑎𝑙𝑢𝑒 = 𝑙𝑜𝑔2 (
)]
(1)
𝑐𝑜𝑛𝑡𝑟𝑜𝑙
were used, the final values of more than 1 or less than −1 present a more than two fold change in gene
expression. Genes with M-values ≥ 1 and M-value ≤ −1 mean more than two fold up-regulated and
down-regulated, respectively.
The comprehensive data set at AtGenExpress [137] was used to identify genes with more than two
fold expression changes under four diverse abiotic stress conditions: cold, salt, drought, heat.
The AtGenExpress data came from shoots and roots separately while Kaveh’s data [29] came from
whole seedlings. Thus, the former’s data would be proportionally scaled in order to be comparable
with the latter’s data. In doing so, a fresh weight biomass shoot-root ratio (S/R) was utilized, based on
a similar growth stage and growing in a comparable medium [138]. The formula to convert shoot and
root signal to whole plant signal is:
[whole plant signal = S/R ratio * shoot signal + root signal]

(2)

Once whole plant signal was calculated for each biological replicate, M-value was calculated for
each replicate. Next, two biological replicates (in AtGenExpress data) were averaged. An initial list of
the genes with more than two fold changes in the expression of six abiotic stresses was prepared for
further analyses (Table S12). Based on Table S12, Venn diagrams were also created to display
numbers of genes which were shared by the six abiotic stresses and which were unique for specific stresses
for further analyses.
4.2. Visualization of Affected Genes in Metabolic Pathways
Microarray data of the six abiotic stresses were parsed into their respective metabolic pathways and
cell compartments using MapMan software [139]. MapMan (version 3.5.1R2) was employed to
display microarray data of the six stresses in a variety of metabolic and signaling pathways. M-value
data in Table S1 were used for all the Arabidopsis identified genes (based on TAIR10 annotation) [140].
They were displayed in MapMan Image Annotator in two color scale schemes: blue is used to denote
induced genes and red to denote suppressed genes.
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4.3. Coded Proteins of Affected Genes by the Stresses in Protein-Protein Interaction Networks
Both the Arabidopsis predicted interactome 2.0 [141] and an experimentally verified interactome [142]
were used as reference sets, based on protein orthologues (i.e., proteins from divergence of a common
gene), to create a PPi network for the coded proteins of the affected genes by the six abiotic stresses.
The genes with M-value ≥ 1 or ≤ −1 (see Table S12) were first used as a coded protein query
set to search their interacting protein partners. This query set of proteins (i.e., coded gene products)
became an initial reference network to find their edges (i.e., interacting proteins). Next, these edges
were used to identify protein analogues (i.e., proteins from convergence of different genes but
of the same function) and to expand a PPi network. The set of paired proteins from the query set and
their analogues was then exported as a new PPi network. The combination of the initial reference
network and its expanded networks became the final PPi network of the affected gene-coded proteins
from the six abiotic stresses. All the proteins in the final PPi network were displayed in the
Cytoscape 3.1.0 [143].
4.4. Enrichment Analyses of Differentially Expressed Genes in Six Abiotic Stresses
Two web-based applications, GOrilla [144] and DAVID 6.7 [145], were used in enrichment
analyses to characterize the underlying biological processes, molecular functions and cellular
components for the differentially expressed genes in the six abiotic stresses (i.e., Table S12). The
analyses investigated the coherence of the data across different mechanisms of Arabidopsis responses
to the six abiotic stresses. Enrichment analyses included gene ontology (GO) [146], PFAM for protein
domains [66], InterPro for protein signatures and functions [83,147], and Kyoto Encyclopedia of
Genes and Genomes (KEGG) pathways [148]. GO term enrichment for biological process, molecular
function and cellular component were performed by GOrilla. Annotated and characterized genes in
Arabidopsis (TAIR10) were a “background gene list”. GOrilla used a list of up- and down-regulated
genes (from each stress) as a “target gene list” to search for GO enriched terms in this “target gene list”
in comparison to the background gene list. PFAM domains came from global (amino acid) sequence
alignment while InterPro classes came from local shorter aligned sequences (i.e., signatures) and
catalytic sites (i.e., functions). Arabidopsis gene IDs of TAIR 10 as background list and the target gene
list (Table S12) were subjected to DAVID 6.7 when enrichment analyses of PFAM domains, Interpro
protein classes and KEGG pathways were performed. The output data by GOrilla and DAVID 6.7
were then filtered, using the q-values (i.e., False Discovery Rate; it was adjusted from p-value) less
than 0.05 (i.e., q < 0.05). p-value is the probability of the observed results on the null hypothesis which
is true. Enrichment analyses were also done for shared and/or specific genes that were derived from
Venn diagram analysis (see below) for AgNP when compared with the other five stresses.
4.5. Comparison of Shared and Specific Genes in Venn Diagrams
A graphical Venn diagram helps visualize complex biological data sets and illustrate the overlap in
genes shared by different conditions. One calculator and drawing Venn diagram’s web-tool [149] was
employed to compare genes with more than two fold expression difference (i.e., M-value ≥ 1 or ≤ −1)
that were shared by the six abiotic stresses. The list of genes with more than two fold expression
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changes (Table S12) was uploaded to the site and output data were used to draw the diagrams.
Two-way Venn diagrams were used to compare AgNP with the other five abiotic stresses. Three-, fouror six-way Venn diagrams were also used to compare shared genes across three, four or six stresses.
4.6. Plasmodesmata Related Genes Expressed in AgNP and Ag+ Stresses
Two approaches were employed to identify how many genes were related to plasmodesmata and
also affected by AgNPs and/or Ag+. First, a search was performed using “plasmodesmata” in the gene
description and GO terms of AgNP and/or Ag+ affected genes, which were obtained from
BioMart [150]. Second, a list of genes that are directly related to plasmodesmata was prepared based
on GO terms in AmiGO2 [146,151–154], GONUTS (the Gene Ontology Normal Usage Tracking
System [155], and literature search [156–170]. Altogether, a list of the 26 plasmodesmata related genes
was collected and it was provided in Table S13.
5. Conclusions
Despite the similarities of regulated genes by AgNP stress and five other stresses, there are distinct
differences by AgNPs. There are 60 AgNP-specific genes that are not affected/regulated by the other
five stresses. The shared properties of Ag+ and AgNP stresses were due to chemical Ag+ ions; but
AgNP stress differed from Ag+ stress, probably resulting from physical/mechanical damage due to
nano-size of AgNPs. The similarities of AgNP and cold stresses could result from their mechanical
damages and induction of ROS; but the two stresses were different. In sum, despite the shared
similarity in gene expression and metabolic pathways to the three abiotic stresses (Ag+, cold, salt),
AgNPs are also novel abiotic stressors that pose different toxicity risks to Arabidopsis plants.
Supplementary Materials
Supplementary materials can be accessed at: http://www.mdpi.com/2079-4991/5/2/436/s1.
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Fevereiro, P.; de Sousa Araújo, S. Abiotic Stress Responses in Plants: Unraveling the
Complexity of Genes and Networks to Survive. In Abiotic Stress-Plant Responses and
Applications in Agriculture; Vahdati, K., Leslie, C., Eds.; INTECH: Rijeka, Croatia, 2013.
36. Bailey-Serres, J.; Mittler, R. The roles of reactive oxygen species in plant cells. Plant Physiol.
2006, 141, 311.
37. Baxter, A.; Mittler, R.; Suzuki, N. Ros as key players in plant stress signalling. J. Exp. Botany
2013, 65, 1229–1240.
38. Gill, S.S.; Tuteja, N. Reactive oxygen species and antioxidant machinery in abiotic stress
tolerance in crop plants. Plant Physiol. Biochem. 2010, 48, 909–930.
39. Nakagami, H.; Pitzschke, A.; Hirt, H. Emerging map kinase pathways in plant stress signalling.
Trends Plant Sci. 2005, 10, 339–346.
40. Hirt, H. Multiple roles of map kinases in plant signal transduction. Trends Plant Sci. 1997, 2,
11–15.
41. Alcázar-Román, A.; Wente, S. Inositol polyphosphates: A new frontier for regulating gene
expression. Chromosoma 2008, 117, 1–13.
42. Xiong, L.; Schumaker, K.S.; Zhu, J.-K. Cell signaling during cold, drought, and salt stress.
Plant Cell Online 2002, 14, S165–S183.
43. Mahalingam, R.; Fedoroff, N. Stress response, cell death and signalling: The many faces of
reactive oxygen species. Physiol. Plant. 2003, 119, 56–68.
44. Dixon, R.A.; Achnine, L.; Kota, P.; Liu, C.J.; Reddy, M.; Wang, L. The phenylpropanoid
pathway and plant defence—A genomics perspective. Mol. Plant Pathol. 2002, 3, 371–390.
45. Edreva, A.; Velikova, V.; Tsonev, T.; Dagnon, S.; Gürel, A.; Aktaş, L.; Gesheva, E.
Stress-protective role of secondary metabolites: Diversity of functions and mechanisms. Gen.
Appl. Plant Physiol. 2008, 34, 67–78.
46. Oh, M.-M.; Trick, H.N.; Rajashekar, C. Secondary metabolism and antioxidants are involved in
environmental adaptation and stress tolerance in lettuce. J. Plant Physiol. 2009, 166, 180–191.
47. Dixon, R.A.; Paiva, N.L. Stress-induced phenylpropanoid metabolism. Plant Cell 1995, 7,
1085–1097.
48. Degenhardt, B.; Gimmler, H. Cell wall adaptations to multiple environmental stresses in maize
roots. J. Exp. Bot. 2000, 51, 595–603.
49. Rouet, M.; Mathieu, Y.; Barbier-Brygoo, H.; Laurière, C. Characterization of active
oxygen-producing proteins in response to hypo-osmolarity in tobacco and Arabidopsis cell
suspensions: Identification of a cell wall peroxidase. J. Exp. Bot. 2006, 57, 1323–1332.

Nanomaterials 2015, 5

460

50. Daudi, A.; Cheng, Z.; O’Brien, J.A.; Mammarella, N.; Khan, S.; Ausubel, F.M.; Bolwell, G.P.
The apoplastic oxidative burst peroxidase in Arabidopsis is a major component of pattern-triggered
immunity. Plant Cell Online 2012, 24, 275–287.
51. Passardi, F.; Penel, C.; Dunand, C. Performing the paradoxical: How plant peroxidases modify
the cell wall. Trends Plant Sci. 2004, 9, 534–540.
52. Minibayeva, F.; Kolesnikov, O.; Chasov, A.; Beckett, R.; Lüthje, S.; Vylegzhanina, N.; Buck, F.;
Böttger, M. Wound-induced apoplastic peroxidase activities: Their roles in the production and
detoxification of reactive oxygen species. Plant Cell Environ. 2009, 32, 497–508.
53. Lucas, W.J.; Ham, B.-K.; Kim, J.-Y. Plasmodesmata–bridging the gap between neighboring plant
cells. Trends Cell Biol. 2009, 19, 495–503.
54. Furuta, K.; Lichtenberger, R.; Helariutta, Y. The role of mobile small RNA species during root
growth and development. Curr. Opin. Cell Biol. 2012, 24, 211–216.
55. Ruiz-Ferrer, V.; Voinnet, O. Roles of plant small RNAs in biotic stress responses. Annu. Rev. Plant
Biol. 2009, 60, 485–510.
56. Zhai, G.; Walters, K.S.; Peate, D.W.; Alvarez, P.J.J.; Schnoor, J.L. Transport of gold
nanoparticles through plasmodesmata and precipitation of gold ions in woody poplar. Environ.
Sci. Technol. Lett. 2014, 1, 146–151.
57. He, D.; Jones, A.M.; Garg, S.; Pham, A.N.; Waite, T.D. Silver nanoparticle−reactive oxygen
species interactions: Application of a charging−discharging model. J. Phys. Chem. C 2011, 115,
5461–5468.
58. Xu, H.; Qu, F.; Xu, H.; Lai, W.; Andrew Wang, Y.; Aguilar, Z.; Wei, H. Role of reactive oxygen
species in the antibacterial mechanism of silver nanoparticles on Escherichia coli O157:H7.
Biometals 2012, 25, 45–53.
59. Jiang, H.-S.; Qiu, X.-N.; Li, G.-B.; Li, W.; Yin, L.-Y. Silver nanoparticles induced accumulation
of reactive oxygen species and alteration of antioxidant systems in the aquatic plant Spirodela
polyrhiza. Environ. Toxicol. Chem. 2014, 33, 1398–1405.
60. Kang, K.; Jung, H.; Lim, J.-S. Cell death by polyvinylpyrrolidine-coated silver nanoparticles is
mediated by ROS-dependent signaling. Biomol. Ther. 2012, 20, 399–405.
61. Lim, D.; Roh, J.Y.; Eom, H.J.; Choi, J.Y.; Hyun, J.; Choi, J. Oxidative stress-related PMK-1 P38
MAPK activation as a mechanism for toxicity of silver nanoparticles to reproduction in the
nematode Caenorhabditis elegans. Environ. Toxicol. Chem. 2012, 31, 585–592.
62. Lim, H.K.; Asharani, P.V.; Hande, M.P. Enhanced genotoxicity of silver nanoparticles in DNA
repair deficient mammalian cells. Front. Genet. 2012, 3, 104.
63. Gliga, A.R.; Skoglund, S.; Wallinder, I.O.; Fadeel, B.; Karlsson, H.L. Size-dependent cytotoxicity
of silver nanoparticles in human lung cells: The role of cellular uptake, agglomeration and Ag
release. Part. Fibre Toxicol. 2014, 11, doi:10.1186/1743-8977-11-11.
64. AshaRani, P.; Sethu, S.; Lim, H.; Balaji, G.; Valiyaveettil, S.; Hande, M.P. Differential
regulation of intracellular factors mediating cell cycle, DNA repair and inflammation following
exposure to silver nanoparticles in human cells. Genome Integr. 2012, 3, doi:10.1186/2041-9414-3-2.
65. Finn, R.D.; Bateman, A.; Clements, J.; Coggill, P.; Eberhardt, R.Y.; Eddy, S.R.; Heger, A.;
Hetherington, K.; Holm, L.; Mistry, J.; et al. Pfam: The protein families database. Nucleic Acids
Res. 2014, 42, D222–D230.

Nanomaterials 2015, 5

461

66. Bateman, A.; Coin, L.; Durbin, R.; Finn, R.D.; Hollich, V.; Griffiths-Jones, S.; Khanna, A.;
Marshall, M.; Moxon, S.; Sonnhammer, E.L. The pfam protein families database. Nucleic Acids
Res. 2004, 32, D138–D141.
67. Jeyaprakash, A.A.; Rani, P.G.; Reddy, G.B.; Banumathi, S.; Betzel, C.; Sekar, K.; Surolia, A.;
Vijayan, M. Crystal structure of the jacalin-t-antigen complex and a comparative study of
lectin-T-antigen complexes. J. Mol. Biol. 2002, 321, 637–645.
68. Raval, S.; Gowda, S.B.; Singh, D.D.; Chandra, N.R. A database analysis of jacalin-like lectins:
Sequence-structure-function relationships. Glycobiology 2004, 14, 1247–1263.
69. Sankaranarayanan, R.; Sekar, K.; Banerjee, R.; Sharma, V.; Surolia, A.; Vijayan, M. A novel
mode of carbohydrate recognition in jacalin, a Moraceae plant lectin with a β-prism fold. Nat.
Struct. Mol. Biol. 1996, 3, 596–603.
70. Welinder, K.G. Superfamily of plant, fungal and bacterial peroxidases. Curr. Opin. Struct. Biol.
1992, 2, 388–393.
71. Campa, A. Biological Roles of Plant Peroxidases: Known and Potential Function. In Peroxidases
in Chemistry and Biology; Everse, J., Everse, K.E., Grisham, M.B., Eds.; CRC Press, Taylor &
Francis Group, Inc.: London, UK, 1990; Volume 2, pp. 25–50.
72. Kader, J.-C. Lipid-transfer proteins in plants. Annu. Rev. Plant Physiol. Plant Mol. Biol. 1996, 47,
627–654.
73. Kader, J.-C. Lipid-transfer proteins: A puzzling family of plant proteins. Trends Plant Sci. 1997,
2, 66–70.
74. Lamb, D.C.; Lei, L.; Warrilow, A.G.S.; Lepesheva, G.I.; Mullins, J.G.L.; Waterman, M.R.;
Kelly, S.L. The first virally encoded cytochrome p450. J. Virol. 2009, 83, 8266–8269.
75. Werck-Reichhart, D.; Feyereisen, R. Cytochromes p450: A success story. Genome Biol. 2000,
1, REVIEWS3003.
76. Pinot, F.; Beisson, F. Cytochrome p450 metabolizing fatty acids in plants: Characterization and
physiological roles. FEBS J. 2011, 278, 195–205.
77. Schuler, M.A. The role of cytochrome p450 monooxygenases in plant-insect interactions.
Plant Physiol. 1996, 112, 1411–1419.
78. Seki, M.; Narusaka, M.; Ishida, J.; Nanjo, T.; Fujita, M.; Oono, Y.; Kamiya, A.; Nakajima, M.;
Enju, A.; Sakurai, T.; et al. Monitoring the expression profiles of 7000 Arabidopsis genes under
drought, cold and high-salinity stresses using a full-length cdna microarray. Plant J. 2002, 31,
279–292.
79. Narusaka, Y.; Narusaka, M.; Seki, M.; Umezawa, T.; Ishida, J.; Nakajima, M.; Enju, A.;
Shinozaki, K. Crosstalk in the responses to abiotic and biotic stresses in Arabidopsis: Analysis of
gene expression in cytochrome p450 gene superfamily by cdna microarray. Plant Mol. Biol. 2004,
55, 327–342.
80. Rushton, P.J.; Somssich, I.E.; Ringler, P.; Shen, Q.J. Wrky transcription factors. Trends Plant Sci.
2010, 15, 247–258.
81. Rushton, P.J.; Torres, J.T.; Parniske, M.; Wernert, P.; Hahlbrock, K.; Somssich, I.E. Interaction
of elicitor-induced DNA-binding proteins with elicitor response elements in the promoters of
parsley PR1 genes. EMBO J. 1996, 15, 5690–5700.

Nanomaterials 2015, 5

462

82. Riechmann, J.L.; Meyerowitz, E.M. The AP2/EREBP family of plant transcription factors. Biol.
Chem. 1998, 379, 633–646.
83. Mitchell, A.; Chang, H.Y.; Daugherty, L.; Fraser, M.; Hunter, S.; Lopez, R.; McAnulla, C.;
McMenamin, C.; Nuka, G.; Pesseat, S.; et al. The InterPro protein families database: The
classification resource after 15 years. Nucleic Acids Res. 2015, 43, D213–D221.
84. The Homepage of InterPro. Available online: http://www.ebi.ac.uk/interpro (accessed on 30
March 2014).
85. Hunter, S.; Apweiler, R.; Attwood, T.K.; Bairoch, A.; Bateman, A.; Binns, D.; Bork, P.; Das, U.;
Daugherty, L.; Duquenne, L. InterPro: The integrative protein signature database. Nucleic Acids
Res. 2009, 37, D211–D215.
86. Hunter, S.; Jones, P.; Mitchell, A.; Apweiler, R.; Attwood, T.K.; Bateman, A.; Bernard, T.; Binns, D.;
Bork, P.; Burge, S.; et al. InterPro in 2011: New developments in the family and domain
prediction database. Nucleic Acids Res. 2011, 40, D306–D312.
87. Rico, M.; Bruix, M.; González, C.; Monsalve, R.I.; Rodríguez, R. 1H NMR assignment and
global fold of napin Bnib, a representative 2S albumin seed protein. Biochemistry 1996, 35,
15672–15682.
88. Vogt, T. Phenylpropanoid biosynthesis. Mol. Plant 2010, 3, 2–20.
89. Petersen, M.; Hans, J.; Matern, U. Biosynthesis of Phenylpropanoids and Related Compounds.
In Annual Plant Reviews Volume 40: Biochemistry of Plant Secondary Metabolism; Wiley-Blackwell:
Hoboken, JN, USA, 2010; pp. 182–257.
90. Ferrer, J.L.; Austin, M.B.; Stewart, C.; Noel, J.P. Structure and function of enzymes involved in
the biosynthesis of phenylpropanoids. Plant Physiol. Biochem. 2008, 46, 356–370.
91. Fraser, C.M.; Chapple, C. The phenylpropanoid pathway in Arabidopsis. Arabidopsis Book 2011,
9, e0152.
92. Lee, Y.J.; Kim, J.; Oh, J.; Bae, S.; Lee, S.; Hong, I.S.; Kim, S.H. Ion-release kinetics and
ecotoxicity effects of silver nanoparticles. Environ. Toxicol. Chem. 2012, 31, 155–159.
93. Gubbins, E.J.; Batty, L.C.; Lead, J.R. Phytotoxicity of silver nanoparticles to Lemna minor l.
Environ. Pollut. 2011, 159, 1551–1559.
94. Jaspers, P.; Kangasjärvi, J. Reactive oxygen species in abiotic stress signaling. Physiol. Plant.
2010, 138, 405–413.
95. Dietz, K.-J.; Herth, S. Plant nanotoxicology. Trends Plant Sci. 2011, 16, 582–589.
96. Wuest, S.E.; Vijverberg, K.; Schmidt, A.; Weiss, M.; Gheyselinck, J.; Lohr, M.; Wellmer, F.;
Rahnenführer, J.; von Mering, C.; Grossniklaus, U. Arabidopsis female gametophyte gene expression
map reveals similarities between plant and animal gametes. Curr. Biol. 2010, 20, 506–512.
97. Jiang, J.; Zhang, Z.; Cao, J. Pollen wall development: The associated enzymes and metabolic
pathways. Plant Biol. 2013, 15, 249–263.
98. Bock, K.W.; Honys, D.; Ward, J.M.; Padmanaban, S.; Nawrocki, E.P.; Hirschi, K.D.; Twell, D.;
Sze, H. Integrating membrane transport with male gametophyte development and function
through transcriptomics. Plant Physiol. 2006, 140, 1151–1168.
99. Hsieh, M.H.; Goodman, H.M. A novel gene family in Arabidopsis encoding putative heptahelical
transmembrane proteins homologous to human adiponectin receptors and progestin receptors.
J. Exp. Bot. 2005, 56, 3137–3147.

Nanomaterials 2015, 5

463

100. Sanghera, G.S.; Wani, S.H.; Hussain, W.; Singh, N.B. Engineering cold stress tolerance in crop
plants. Curr. Genomics 2011, 12, 30–43.
101. Lata, C.; Prasad, M. Role of DREBs in regulation of abiotic stress responses in plants. J. Exp. Bot.
2011, 62, 4731–4748.
102. Musante, C. Nanoparticle Contamination of Agricultural Crops; Chemistry, D.O.A., Ed.;
The Connecticut Agricultural Experiment Station: New Haven, CT, USA, 2011; p. 32.
103. Atkinson, N.J.; Urwin, P.E. The interaction of plant biotic and abiotic stresses: From genes to the
field. J. Exp. Bot. 2012, 63, 3523–3543.
104. Oukarroum, A.; Barhoumi, L.; Pirastru, L.; Dewez, D. Silver nanoparticle toxicity effect on
growth and cellular viability of the aquatic plant Lemna gibba. Environ. Toxicol. Chem. 2013, 32,
902–907.
105. Apel, K.; Hirt, H. Reactive oxygen species: Metabolism, oxidative stress, and signal transduction.
Annu. Rev. Plant Biol. 2004, 55, 373–399.
106. Nemhauser, J.L.; Hong, F.; Chory, J. Different plant hormones regulate similar processes through
largely nonoverlapping transcriptional responses. Cell 2006, 126, 467–475.
107. Eom, H.-J.; Choi, J. p38 MAPK activation, DNA damage, cell cycle arrest and apoptosis as
mechanisms of toxicity of silver nanoparticles in Jurkat T cells. Environ. Sci. Technol. 2010, 44,
8337–8342.
108. Hare, P.; Cress, W.; van Staden, J. Dissecting the roles of osmolyte accumulation during stress.
Plant Cell Environ. 1998, 21, 535–553.
109. Kalamaki, M.S.; Merkouropoulos, G.; Kanellis, A.K. Can ornithine accumulation modulate
abiotic stress tolerance in Arabidopsis. Plant Signal. Behav. 2009, 4, 1099–1101.
110. Nayak, L.; Raval, M.; Biswal, B.; Biswal, U. Silver nitrate influences in vitro shoot
multiplication and root formation in Vanilla planifolia Andr. Curr. Sci. India 2001, 14, 1166.
111. Verma, A.; Uzun, O.; Hu, Y.; Hu, Y.; Han, H.-S.; Watson, N.; Chen, S.; Irvine, D.J.; Stellacci, F.
Surface-structure-regulated cell-membrane penetration by monolayer-protected nanoparticles.
Nat. Mater. 2008, 7, 588–595.
112. Wang, J.; Koo, Y.; Alexander, A.; Yang, Y.; Westerhof, S.; Zhang, Q.; Schnoor, J.L.; Colvin, V.L.;
Braam, J.; Alvarez, P.J. Phytostimulation of poplars and Arabidopsis exposed to silver
nanoparticles and Ag+ at sublethal concentrations. Environ. Sci. Technol. 2013, 47, 5442–5449.
113. Singh, J.; Prasad, S.; Rai, L. Inhibition of photosynthetic electron transport in Nostoc muscorum
by Ni2+ and Ag+. J. Gen. Appl. Microbiol. 1991, 37, 167–174.
114. Kumar, V.; Parvatam, G.; Ravishankar, G.A. AgNO3: A potential regulator of ethylene activity
and plant growth modulator. Electron. J. Biotechnol. 2009, 12, 8–9.
115. Shinwari, Z.K.; Nakashima, K.; Miura, S.; Kasuga, M.; Seki, M.; Yamaguchi-Shinozaki, K.;
Shinozaki, K. An Arabidopsis gene family encoding DRE/CRT binding proteins involved in
low-temperature-responsive gene expression. Biochem. Biophys. Res. Commun. 1998, 250,
161–170.
116. Kohan, E.; Bagherieh-Najjar, M.B. DRE-binding transcription factor (DREB1A) as a master
regulator induced a broad range of abiotic stress tolerance in plant. Afr. J. Biotechnol. 2013, 10,
15100–15108.

Nanomaterials 2015, 5

464

117. Maruyama, K.; Sakuma, Y.; Kasuga, M.; Ito, Y.; Seki, M.; Goda, H.; Shimada, Y.; Yoshida, S.;
Shinozaki, K.; Yamaguchi-Shinozaki, K. Identification of cold-inducible downstream genes of
the Arabidopsis DREB1A/CBF3 transcriptional factor using two microarray systems. Plant J.
2004, 38, 982–993.
118. 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, 61–72.
119. Chinnusamy, V.; Zhu, J.; Zhu, J.-K. Cold stress regulation of gene expression in plants. Trends
Plant Sci. 2007, 12, 444–451.
120. Chinnusamy, V.; Zhu, J.-K.; Sunkar, R. Gene regulation during cold stress acclimation in plants.
Methods Mol. Biol. 2010, 639, 39–55.
121. Chinnusamy, V.; Ohta, M.; Kanrar, S.; Lee, B.-H.; Hong, X.; Agarwal, M.; Zhu, J.-K. ICE1: A
regulator of cold-induced transcriptome and freezing tolerance in Arabidopsis. Genes Dev. 2003,
17, 1043–1054.
122. Gilmour, S.J.; Zarka, D.G.; Stockinger, E.J.; Salazar, M.P.; Houghton, J.M.; Thomashow, M.F.
Low temperature regulation of the Arabidopsis CBF family of AP2 transcriptional activators as
an early step in cold-inducedcorgene expression. Plant J. 1998, 16, 433–442.
123. Yang, T.; Zhang, L.; Zhang, T.; Zhang, H.; Xu, S.; An, L. Transcriptional regulation network of
cold-responsive genes in higher plants. Plant Sci. 2005, 169, 987–995.
124. Uemura, M.; Tominaga, Y.; Nakagawara, C.; Shigematsu, S.; Minami, A.; Kawamura, Y.
Responses of the plasma membrane to low temperatures. Physiol. Plant. 2006, 126, 81–89.
125. Mahajan, S.; Tuteja, N. Cold, salinity and drought stresses: An overview. Arch. Biochem.
Biophys. 2005, 444, 139–158.
126. Xu, F.; Piett, C.; Farkas, S.; Qazzaz, M.; Syed, N. Silver nanoparticles (AgNPs) cause
degeneration of cytoskeleton and disrupt synaptic machinery of cultured cortical neurons. Mol.
Brain 2013, 6, 1–15.
127. Amanda, S.M.; Laura, B.-S.K.; John, S.J.; Liming, D.; Saber, H.M. Can silver nanoparticles be
useful as potential biological labels? Nanotechnology 2008, 19, 235104.
128. Corredor, E.; Testillano, P.; Coronado, M.-J.; Gonzalez-Melendi, P.; Fernandez-Pacheco, R.;
Marquina, C.; Ibarra, M.R.; de la Fuente, J.; Rubiales, D.; Perez-de-Luque, A.; et al.
Nanoparticle penetration and transport in living pumpkin plants: In situ subcellular identification.
BMC Plant Biol. 2009, 9, doi:10.1186/1471-2229-9-45.
129. Kendall, E.J.; McKersie, B.D. Free radical and freezing injury to cell membranes of winter wheat.
Physiol. Plant. 1989, 76, 86–94.
130. Ceron-Garcia, A.; Vargas-Arispuro, I.; Aispuro-Hernandez, E.; Martinez-Tellez, M.A. Oligoglucan
Elicitor Effects during Plant Oxidative Stress, Cell Metabolism. In Cell Homeostasis and Stress
Response; Bubulya, P., Ed.; InTech: Rijeka, Croatia, 2012.
131. Bak, S.; Beisson, F.; Bishop, G.; Hamberger, B.; Höfer, R.; Paquette, S.; Werck-Reichhart, D.
Cytochrome p450; The American Society of Plant Biologists: Rockville, MD, USA, 2011;
Volume 9, p. e0144.

Nanomaterials 2015, 5

465

132. Vranova, E.; Inzé, D.; van Breusegem, F. Signal transduction during oxidative stress. J. Exp. Bot.
2002, 53, 1227–1236.
133. Gene Expression Omnibus (GEO). Available online: http://www.ncbi.nlm.nih.gov/geo/ (accessed
on 28 February 2014).
134. Barrett, T.; Wilhite, S.E.; Ledoux, P.; Evangelista, C.; Kim, I.F.; Tomashevsky, M.; Marshall, K.A.;
Phillippy, K.H.; Sherman, P.M.; Holko, M.; et al. NCBI GEO: Archive for functional genomics
data sets—update. Nucleic Acids Res. 2013, 41, D991–D995.
135. ArrayExpress. Available online: https://www.ebi.ac.uk/arrayexpress/ (accessed on 28 February 2014).
136. Kolesnikov, N.; Hastings, E.; Keays, M.; Melnichuk, O.; Tang, Y.A.; Williams, E.; Dylag, M.;
Kurbatova, N.; Brandizi, M.; Burdett, T.; et al. ArrayExpress update—Simplifying data
submissions. Nucleic Acids Res. 2015, 43, D1113–D1116.
137. Kilian, J.; Whitehead, D.; Horak, J.; Wanke, D.; Weinl, S.; Batistic, O.; D’Angelo, C.;
Bornberg-Bauer, E.; Kudla, J.; Harter, K. The atgenexpress global stress expression data set:
Protocols, evaluation and model data analysis of UV-B light, drought and cold stress responses.
Plant J. 2007, 50, 347–363.
138. Hetu, M.; Tremblay, L.J.; Lefebvre, D.D. High root biomass production in anchored Arabidopsis
plants grown in axenic sucrose supplemented liquid culture. Biotechniques 2005, 39, 345.
139. Thimm, O.; Bläsing, O.; Gibon, Y.; Nagel, A.; Meyer, S.; Krüger, P.; Selbig, J.; Müller, L.A.;
Rhee, S.Y.; 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, 914–939.
140. Lamesch, P.; Berardini, T.Z.; Li, D.; Swarbreck, D.; Wilks, C.; Sasidharan, R.; Muller, R.; Dreher, K.;
Alexander, D.L.; Garcia-Hernandez, M.; et al. The Arabidopsis information resource (TAIR):
Improved gene annotation and new tools. Nucleic Acids Res. 2012, 40, D1202–D1210.
141. Geisler-Lee, J.; O’Toole, N.; Ammar, R.; Provart, N.J.; Millar, A.H.; Geisler, M. A predicted
interactome for Arabidopsis. Plant Physiol. 2007, 145, 317–329.
142. Stark, C.; Breitkreutz, B.-J.; Chatr-Aryamontri, A.; Boucher, L.; Oughtred, R.; Livstone, M.S.;
Nixon, J.; van Auken, K.; Wang, X.; Shi, X. The biogrid interaction database: 2011 update.
Nucleic Acids Res. 2011, 39, D698–D704.
143. Shannon, P.; Markiel, A.; Ozier, O.; Baliga, N.S.; Wang, J.T.; Ramage, D.; Amin, N.;
Schwikowski, B.; Ideker, T. Cytoscape: A software environment for integrated models of
biomolecular interaction networks. Genome Res. 2003, 13, 2498–2504.
144. Eden, E.; Navon, R.; Steinfeld, I.; Lipson, D.; Yakhini, Z. Gorilla: A tool for discovery and
visualization of enriched go terms in ranked gene lists. BMC Bioinform. 2009, 10, 48.
145. Huang, D.W.; Sherman, B.T.; Lempicki, R.A. Bioinformatics enrichment tools: Paths toward the
comprehensive functional analysis of large gene lists. Nucleic Acids Res. 2009, 37, 1–13.
146. Consortium, G.O. The gene ontology (GO) database and informatics resource. Nucleic Acids Res.
2004, 32, D258–D261.
147. Mulder, N.J.; Apweiler, R. The InterPro Database and Tools for Protein Domain Analysis. In
Current Protocols in Bioinformatics; John Wiley & Sons, Inc.: Berlin, Germany, 2002.
148. Kanehisa, M.; Goto, S.; Sato, Y.; Furumichi, M.; Tanabe, M. KEGG for integration and
interpretation of large-scale molecular data sets. Nucleic Acids Res. 2011, 40, D109–D114.

Nanomaterials 2015, 5

466

149. Van de Peer, Y. Calculate and draw custom Venn diagrams. Available online:
http://bioinformatics.psb.ugent.be/webtools/Venn/ (accessed on 30 April 2014).
150. Kasprzyk, A. BioMart: Driving a paradigm change in biological data management. Database
2011, 2011, doi:10.1093/database/bar049.
151. Consortium, T.G.O. Gene Ontology 2014. Available online: http://geneontology.org/ (accessed
on 30 April 2014).
152. Consortium, T.G.O. AmiGO 2. Available online: http://amigo2.berkeleybop.org/amigo (accessed
on 30 April 2014).
153. Consortium, T.G.O. Gene ontology: Tool for the unification of biology. Nat. Genet. 2000, 25, 25–29.
154. Carbon, S.; Ireland, A.; Mungall, C.J.; Shu, S.; Marshall, B.; Lewis, S. AmiGO: Online access to
ontology and annotation data. Bioinformatics 2009, 25, 288–289.
155. Hu, J. The gene ontology normal usage tracking system. Available online:
http://gowiki.tamu.edu/wiki/ (accessed on 30 March 2014).
156. Yadav, S.R.; Yan, D.; Sevilem, I.; Helariutta, Y. Plasmodesmata-mediated intercellular signaling
during plant growth and development. Front. Plant Sci. 2014, 5, 44.
157. Maule, A.J.; Gaudioso-Pedraza, R.; Benitez-Alfonso, Y. Callose deposition and symplastic
connectivity are regulated prior to lateral root emergence. Commun. Integr. Biol. 2013, 6, e26531.
158. Vilaine, F.; Kerchev, P.; Clément, G.; Batailler, B.; Cayla, T.; Bill, L.; Gissot, L.; Dinant, S.
Increased expression of a phloem membrane protein encoded by NHL26 alters phloem export
and sugar partitioning in Arabidopsis. Plant Cell 2013, 25, 1689–1708.
159. Lee, D.K.; Sieburth, L.E. Plasmodesmata formation: Poking holes in walls with ise. Curr. Biol.
2010, 20, R488–R490.
160. Burch-Smith, T.M.; Cui, Y.; Zambryski, P.C. Reduced levels of class 1 reversibly glycosylated
polypeptide increase intercellular transport via plasmodesmata. Plant Signal. Behav. 2012, 7,
62–67.
161. Zavaliev, R.; Levy, A.; Gera, A.; Epel, B.L. Subcellular dynamics and role of arabidopsis
β-1,3-glucanases in cell-to-cell movement of tobamoviruses. Mol. Plant Microbe Interact. 2013,
26, 1016–1030.
162. Zalepa-King, L.; Citovsky, V. A plasmodesmal glycosyltransferase-like protein. PLoS ONE 2013,
8, e58025.
163. De Storme, N.; de Schrijver, J.; van Criekinge, W.; Wewer, V.; Dörmann, P.; Geelen, D. Glucan
synthase-like8 and sterol methyltransferase2 are required for ploidy consistency of the sexual
reproduction system in arabidopsis. Plant Cell 2013, 25, 387–403.
164. Xu, M.; Cho, E.; Burch-Smith, T.M.; Zambryski, P.C. Plasmodesmata formation and cell-to-cell
transport are reduced in decreased size exclusion limit 1 during embryogenesis in arabidopsis.
Proc. Natl. Acad. Sci. USA 2012, 109, 5098–5103.
165. Burch-Smith, T.M.; Brunkard, J.O.; Choi, Y.G.; Zambryski, P.C. Organelle-nucleus cross-talk
regulates plant intercellular communication via plasmodesmata. Proc. Natl. Acad. Sci. USA 2011,
108, E1451–E1460.
166. Burch-Smith, T.M.; Zambryski, P.C. Loss of increased size exclusion limit (ise)1 or ise2
increases the formation of secondary plasmodesmata. Curr. Biol. 2010, 20, 989–993.

Nanomaterials 2015, 5

467

167. Xie, B.; Wang, X.; Zhu, M.; Zhang, Z.; Hong, Z. CalS7 encodes a callose synthase responsible
for callose deposition in the phloem. Plant J. Cell Mol. Biol. 2011, 65, 1–14.
168. Benitez-Alfonso, Y.; Cilia, M.; San Roman, A.; Thomas, C.; Maule, A.; Hearn, S.; Jackson, D.
Control of arabidopsis meristem development by thioredoxin-dependent regulation of
intercellular transport. Proc. Natl. Acad. Sci. USA 2009, 106, 3615–3620.
169. Golomb, L.; Abu-Abied, M.; Belausov, E.; Sadot, E. Different subcellular localizations and
functions of Arabidopsis myosin VIII. BMC Plant Biol. 2008, 8, doi:10.1186/1471-2229-8-3.
170. Maule, A.J. Plasmodesmata: Structure, function and biogenesis. Curr. Opin. Plant Biol. 2008, 11,
680–686.
© 2015 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access article
distributed under the terms and conditions of the Creative Commons Attribution license
(http://creativecommons.org/licenses/by/4.0/).

