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Global warming exhibits profound effects on plant fithess and productivity. To withstand
stress, plants sacrifice their growth and activate protective stress responses for
ensuring survival. However, the switch between growth and stress is largely elusive.
In the past decade, the role of the target of rapamycin (TOR) linking energy and
stress signalling is emerging. Here, we have identified an important role of Glucose
(Glc)-TOR signalling in plant adaptation to heat stress (HS). Glc via TOR governs
the transcriptome reprogramming of a large number of genes involved in heat
stress protection. Downstream to Glc-TOR, the E2Fa signalling module regulates
the transcription of heat shock factors through direct recruitment of E2Fa onto their
promoter regions. Also, Glc epigenetically regulates the transcription of core HS
signalling genes in a TOR-dependent manner. TOR acts in concert with p300/CREB
HISTONE ACETYLTRANSFERASE1 (HAC1) and dictates the epigenetic landscape of
HS loci to regulate thermotolerance. Arabidopsis plants defective in TOR and HAC1
exhibited reduced thermotolerance with a decrease in the expression of core HS
signalling genes. Together, our findings reveal a mechanistic framework in which Glc-
TOR signalling through different modules integrates stress and energy signalling to
regulate thermotolerance.

Keywords: glucose, TOR-E2Fa signalling, heat stress, gene regulation, epigenetics, climate change

INTRODUCTION

Plants are immobile and are unable to escape the harmful conditions in the environment. Rather,
throughout evolution, they have evolved adaptive strategies to gauge and respond to stressful
conditions for survival and reproductive success. At the time of stress, plants sacrifice their
growth to activate stress machinery and ensure survival. Once the stress signal is receded, plants
quickly downregulate the stress machinery and activate stress recovery and growth machinery.
Sugars produced through photosynthesis are pivotal to plant growth and development. Global
transcriptome profiling in response to sugars or mutants defective in sugar signalling (such as
TOR mutants) showed alteration in stress-induced gene transcripts such as heat shock proteins
(Mishra et al., 2009; Xiong et al., 2013; Gupta et al., 2015b). TOR is an evolutionarily conserved
ser/thr kinase, which works in a multiprotein complex and is a central regulator of different
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environmental responses in eukaryotes (Loewith and Hall,
2011; Laplante and Sabatini, 2012). The complex domain
architecture of Arabidopsis TOR is evolutionarily conserved
among eukaryotes, including mammals and plants (Menand
et al,, 2002; Zoncu et al., 2011). TOR transduces photosynthesis-
derived Glc/energy signals to activate progenitor stem cells in
the root and shoot apical meristem (RAM and SAM). TOR
through the interaction and direct phosphorylation activates
E2Fa/b transcription factors in controlling RAM and SAM
(Xiong et al, 2013; Li et al, 2017). E2Fs, along with their
dimerization partner (DP), control the transcription of genes
underlying DNA replication, cell cycle, and stress responses
through the binding on conserved cis-acting TTTCCCGCC and
other similar elements in their promoter region (Vandepoele
etal., 2005; Xiong et al., 2013; Sharma et al., 2019).

In the past years, the target of rapamycin has emerged as
a central regulator of nutrient and stress responses in plants
(Xiong and Sheen, 2014; Wu et al, 2019; Fu et al., 2020).
TOR overexpressing (OE) plants showed longer primary roots
under excessive nitrate. Moreover, plants with reduced TOR
levels showed shorter primary roots with increased sensitivity
to osmotic stress (Deprost et al., 2007). Cold exposure caused
the transient inhibition of TOR kinase activity and converted
the purple hypocotyl of torRNAi lines into green, which may
be due to constitutive decreasing translation in torRNAi lines
(Wang et al., 2016). Under non-stress conditions, TOR kinase
phosphorylates ABA receptor PYLs, which dissociates the link
between ABA and PP2C phosphatase, conferring inactivation
of SnRK2. The onset of stress leads to phosphorylation of
RAPTORI through ABA-activated SnRK2, which disrupts TOR
complex association and, therefore, inhibits TOR kinase activity.
Plants employ this phospho-regulatory loop to adjust growth and
stress responses according to environmental conditions (Wang
et al., 2018). In addition to abiotic stresses, TOR negatively
regulates the defence response to bacterial and fungal pathogens
through an antagonistic interaction with jasmonic and salicylic
acid signalling (De Vleesschauwer et al., 2017). Among other
stresses, temperature stress is a major factor that limits plant
growth and productivity. However, the role of TOR in controlling
temperature responses is, hitherto, unknown.

Chromatin structures lie at the core of stress responses and
play crucial roles, ranging from sensory to downstream gene
activation (Kumar and Wigge, 2010; Laimke and Béurle, 2017).
The structure of chromatin is remodelled at various levels, such
as alternation in histone variants, nucleosome positioning, gene
looping, and posttranscriptional histone modifications (Deal and
Henikoff, 2010; Luo et al., 2012; Struhl and Segal, 2013). In
most cases, histone acetylation correlates with transcriptional
activation, whereas histone methylation can activate or repress
transcription, depending on the nature and position of lysine
residues that are methylated (Hu et al, 2015; Limke et al,
2016; Liu et al, 2019; Sharma et al., 2019). Previous reports
suggested the role of several chromatin remodelers and histone-
modifying enzymes in the regulation of abiotic stress tolerance
(Singh et al., 2014; Weng et al., 2014; Hu et al., 2015; Zheng
et al., 2019; Ueda and Seki, 2020; Vlachonasios et al., 2021). The
enzymes HISTONE ACETYLTRANSFERASES (HATs) catalyse

the acetylation of specific lysine residues (such as K9, K14,
K18, K23, and K27) in the amino-terminal tail of histones,
which are associated with the transcriptional activation of genes
involved in different biological processes (Boycheva et al., 2014;
Shen et al., 2015).

Glc through transcription activation of HIKESHI LIKE
PROTEINI (HLP1) regulates the expression of thermotolerance-
associated HSP genes. Also, plants overexpressing TOR showed
increased thermotolerance (Sharma et al., 2019). However, the
underlying mechanism of how TOR controls thermotolerance
response is unknown. Here, using genome-wide transcription
analysis, we show that Glc governs the global transcriptome
reprogramming of genes involved in heat stress. Arabidopsis
seedlings challenged with heat under Glc sufficiency exhibited
synergistic interaction of Glc/heat transcriptomic data with that
of TOR targets. At the downstream, TOR target E2Fa occupies
the promoters of HSFAI and HSFA2, which are master regulators
of thermotolerance response, and regulates their transcription.
Besides transcriptional control, Glc via TOR epigenetically
modulates the promoters of thermotolerance-associated HSP
genes. TOR acts in concert with HAC1 and modifies the
acetylation of HS loci in conferring thermotolerance response.

RESULTS

Glucose Is Essential for Plant Survival

Under Extreme Heat Stress

Glc is a vital source of energy for most of the organisms on earth.
It serves as a fundamental metabolic and signalling molecule
in regulating multifaceted roles, including transcription,
translation, cell cycle, and stress responses. Recently, the role of
Glc-mediated TOR-E2Fa signalling in thermotolerance has been
proposed (Sharma et al, 2019). However, the molecular
mechanism of how Glec-driven TOR  signalling governs
thermotolerance is, hitherto, unknown. Under the natural
environment, Glc production depends on the availability of
light. These photosynthetically generated sugars could modulate
root architecture, and endogenous sugar levels are regulated by
fluctuating light conditions (Kircher and Schopfer, 2012; Gupta
et al., 2015a). To test whether high light (HL) could provide
thermotolerance to Arabidopsis plants, we grew Arabidopsis
seeds on 0.5X MS media containing no or moderate Glc for 7 days
under low light (LL; 2000 LUX) and HL (8000 LUX) and analysed
the effect of HS. HS was applied as 1 h at 37°C, 2 h at 22°C, 2.5 h
at 45°C, and 3-7 days at 22°C under normal light (NL; 5000 lux).
We observed that Col-0 seedlings grown under LL and without
Glc were very weak and could not recover after heat stress.
However, seedlings grown under HL without Glc showed more
improved stress recovery than their LL without Glc counterparts.
Also, seedlings grown under LL with Glc showed better growth
and improved stress recovery. Interestingly, seedlings grown
under HL together with Glc showed the highest rate of stress
recovery and increased thermotolerance (Figures 1A-C). Next,
we assessed the phenotype of Arabidopsis Col-0, tor35-7 RNAi,
and TOR OE (G548) lines under the same experimental set-up.
TOR OE survived better whereas tor35-7 exhibited more severe
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FIGURE 1 | Increasing light intensity mimics the Glc-TOR-mediated thermotolerance response. (A,B) Measurement of fresh weight and Chl content of Arabidopsis
Col-0, tor35-7 RNAi and TOR overexpression (G548) line grown under low (2000 LUX; LL) and high (8000 LUX; HL) light intensities without or with Glc (90 mM) and
after HS. (C) HS phenotype of Col-0, tor35-7, and G548 grown under LL and HL. Arabidopsis seedlings were grown directly onto 0.5X MS medium containing
without or with Glc (90 mM) Glc for 7 days under LL and HL intensities and then transferred to HS. HS was applied as 1 h_37°C, 2 h_22°C, and 2.5 h_45°C,
followed by recovery at 3—-7 days_22°C under normal light (5000 LUX; NL) intensity. Data shown are representative of three biological replicates, each containing two
(FW) and three (Chl) technical replicates with at least 20 seedlings. Experiments were independently repeated three times (n = 3) with similar results. (*** denote
statistical differences at p < 0.001, " atp < 0.01, and * at p < 0.05 as assessed by one-way ANOVA and Tukey’s HSD post hoc test).

8000 LUX (HL)

death phenotypes and defects in stress recovery under all the
conditions (i.e., + Glc, LL; —Glc, HL, and + Glc, HL) than Col-0
plants (Figures 1A-C). Since photosynthesis produces sucrose
that is converted to Glc and fructose before entering metabolism,
it was important to test whether HL-mediated thermo-
protection was specific to Glc. To test this, we blocked Glc
signalling/metabolism by using Glc analogue 2-deoxy-glucose

(2-DG) and checked thermotolerance response under HL.
2-DG is actively transported through hexose transporters and
phosphorylated but cannot be metabolised. 2-DG-6-phosphate
interferes with Glc metabolism through inhibition of glycolytic
enzymes (Ralser et al., 2008). Interestingly, we found that plants
treated with 2-DG could not provide tolerance under HL,
further substantiating the specific role of photosynthesis-derived
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Glc signalling in governing thermotolerance (Supplementary
Figures 1A-F).

The Presence of Glc Profoundly Alters

the Expression Profile of HS-Regulated
Genes

To dissect the contribution of Glc/energy in HS transcriptional
response, a whole genome microarray analysis of Arabidopsis
Col-0 seedlings was performed. Five-day-old Arabidopsis
seedlings were subjected to Glc-free (—Glc) MS media for 24 h,
followed by 24-h Glc treatment (+ Glc; 167 mM). Following
acclimation to Glc medium, seedlings were transferred to HS
(37°C_3 h). The cDNA was prepared from RNA isolated from

Glc- and HS-treated samples and was hybridised onto Affymetrix
Arabidopsis whole genome ATHI arrays. The extent and the
overlap of Glc- and HS-regulated genes at the transcriptional
level were analysed to determine the unique and overlapping
set of genes, which are crucial targets of Glc-HS signalling
crosstalk. We used four treatment conditions and designated the
following terms for Glc-free (—Glc), Glc only (4Glc), HS only
(=Glc/ + HS), Glc, and HS (+ Glc/ + HS). We considered the
differential expression of all HS genes affected 1.5-fold or more
in the presence of Glc.

Out of 2,311 differentially regulated HS (—Glc/ + HS) genes,
1,124 (49%) genes were also found to be up and downregulated
by Glc and HS (+ Glc¢/ + HS; Figure 2A and Supplementary
Table 1A). Out of these 1,124 genes, 663 (59%) genes were
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synergistically (by both —Glc/ + HS and + Gl¢/ 4+ HS)
downregulated (Figures 2B,C and Supplementary Table 1A).
Moreover, out of 460 (41%) —-Glc/ + HS upregulated genes, the
presence of Glc synergistically (upregulated by both —Glc/ + HS
and + Glc/ + HS) upregulated 452 genes (Figures 2B,C
and Supplementary Table 1A). Only 9 (0.8%) genes were
antagonistically (—Glc¢/ + HS up and + Glc¢/ + HS down;
—Glc¢/ + HS down and + Glc/ 4+ HS up) regulated by both -
Glc/ + HS and + Glc¢/ + HS. The other feature of interest
was to analyse how the -Glc¢/ + HS-mediated induction or
suppression is affected in seedlings treated with 4+ Glc/ + HS.
Among 1,124 genes, the extent of HS induction/suppression
was affected (FC > &+ 1.5) in 259 (24%) genes in the presence of
Glc (Figure 2D and Supplementary Table 1B). Glc affects the
extent of HS regulation antagonistically in 174 (115 + 59; 67%)
genes and agonistically in 85 (65 + 20; 33%) genes (Figure 2D).
Interestingly, an exclusive set of genes was also regulated by
both -Glc/ + HS (971 genes) and + Glc/ + HS (1,408 genes)
categories (Supplementary Tables 1C,D). GO-upregulated
categories enriched under -Glc/ +HS conditions mostly
belonged to stress responses, whereas growth-related processes,
such as root, embryo, seed, and fruit development, fatty acid,
lipids, and other organic acids and amino acid biosynthetic
processes required for organism growth, were severely
downregulated (Figure 2E and Supplementary Figure 3A).
In contrast, processes related to nucleotide metabolism, rRNA
metabolism, and ribonucleo protein complex biogenesis required
for ribosome synthesis (and ultimately leads to translation)
were highly upregulated only in + Glc¢/ + HS (Figure 2E).
Along with growth and nucleotide metabolism, we observed
that Glc sufficiency (+ Glc/ + HS) exhibited high enrichment
of the protein deneddylation process (Figure 2E). Protein
neddylation and deneddylation are required for stress granule
(SG) formation. SGs are non-membranous protein aggregates
that prevent degradation of translationally halted mRNAs and
store them, which can be reversibly engaged in translation once
the stress is removed (Jayabalan et al., 2016; Chantarachot and
Bailey-Serres, 2018). Collectively, these results indicate that
plants grown under optimum energy employ different growth
and stress recovery mechanisms to cope with the harmful effects
of temperature stress.

Glc via TOR Regulates the Transcriptome
Reprogramming of HS Genes

The target of rapamycin, as a master regulator, senses and
transduces cellular energy signals and regulates transcriptome
reprogramming of myriad genes (Xiong et al, 2013). We,
therefore, compared our transcriptome data with publicly
available Glc/TOR transcriptome of 3 day-after-germination
(DAG) seedlings of WT and tor treated with Glc for 2 h (Xiong
et al,, 2013). We found that Glc-TOR and + Glc/ + HS regulate
transcriptome reprogramming largely by synergistic interaction
(total 560 genes; 310 genes agonistically downregulated
and 250 genes agonistically upregulated by both Glc-TOR
and + Glc/ + HS) and only a small number were regulated
antagonistically (total 89; 59 genes upregulated by Glc-TOR and

downregulated by + Glc/ + HS and 30 genes downregulated
by Glc-TOR and upregulated by + Glc/ + HS) (Figure 3A
and Supplementary Table 2A). GO categories enriched under
synergistic downregulation were observed to be involved in
sucrose starvation and catabolic processes, such as carbohydrate,
amino acids, and organic and carboxylic acid catabolism, whereas
processes related to protein folding, de novo posttranslational
protein folding, peptidyl-prolyl isomerization and protein
complex oligomerization were synergistically upregulated
by Glc-TOR and + Glc¢/ + HS (Figures 3C,E). In contrast,
the —Glc/ + HS category showed major antagonism with Glc-
TOR microarray (total 312 genes; 173 genes were upregulated by
Glc-TOR and downregulated by -Glc/ + HS, and 139 genes were
downregulated by Glc-TOR and upregulated by -Glc/ + HS)
(Figure 3B and Supplementary Table 2B). In contrast, 176 genes
were agonistically regulated by both Glc-TOR and -Glc/ + HS
(97 genes synergistically downregulated and 79 genes were
synergistically upregulated by both Glc-TOR and -Glc/ + HS)
(Figure 3B and Supplementary Table 2B). GO analysis of these
genes showed that 139 genes (TOR down and -Glc/ 4+ HS up)
were mostly enriched in HS acclimation and stress response
(Supplementary Figure 4A). Moreover, 173 genes (up by
TOR and down by -Glc/ + HS) enriched mostly belong to
biosynthetic processes and DNA replication (Supplementary
Figure 4B). In addition, 97 genes underlying starvation and
catabolic processes were simultaneously downregulated by
both TOR and -Glc/ + HS, whereas 79 core genes involved in
protein folding and HS acclimation were commonly upregulated
by TOR and -Glc/ + HS (Figures 3D,F). Collectively, these
results suggest that Glc plays a major role in regulating HS
transcriptome in a TOR-dependent manner.

Target of Rapamycin Target E2Fa Binds

Directly to HSF Gene Promoters

E2Fa transcription factor binds directly to the HLPI promoter to
activate HS gene expression (Sharma et al., 2019). Also, genes that
have been shown to play a role in stress and energy signalling
exhibited E2Fa binding sites in their promoters (Ramirez-Parra
et al., 2003; Vandepoele et al., 2005; Xiong et al., 2013). E2Fa is
a direct target of TOR that undergoes phosphorylation via TOR
upon sugar/energy sufficiency (Xiong et al., 2013). E2Fa-binding
motifs are also present in gene promoters of HSFA1 transcription
factors (Ramirez-Parra et al.,, 2003; Naouar et al., 2009; Xiong
et al,, 2013). To investigate whether E2Fa directly regulates heat
shock transcription factors by binding to their promoters, we
performed in vivo ChIP assay of seven-day-old 0.5X MS-grown
Arabidopsis Col-0 and e2fa-1 seedlings using an E2Fa-specific
antibody. We observed significantly higher enrichment of E2Fa
on the promoters of all four HSFAIs in Col-0 seedlings (HFSAIa,
HSFA1b, HSFA1d, and HSFAIe; Figure 4A and Supplementary
Figures 5A-D). Since HSFA2 is highly induced upon HS and
is a major regulator of thermotolerance extension (Charng
et al., 2006), we also looked at the E2F-binding elements in the
promoter of HSFA2. Unexpectedly, we did not find any exact
E2F-binding sites; however, we observed two E2F-like elements
(TTTTTCG and TTTGGGG) in the promoter of HSFA2, which
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FIGURE 3 | Glc via TOR promotes the transcriptome reprogramming of genes involved in heat stress protection. (A) A Venn diagram showing synergistic and
antagonistic interaction of + Glc/ + HS transcriptome with publicly available Glc/TOR transcriptome of 3-day-old seedlings of WT and tor treated with Gic for 2 h

(B) A Venn diagram showing synergistic and antagonistic interaction of -Glc/ + HS transcriptome with publicly available Glc/TOR transcriptome. The statistical
significance of the overlap between the two groups of genes was calculated using hypergeometric distribution provided by Nematode bioinformatics, Analysis tools,
and data (http://nemates.org/). Data shown are an average of three biological replicates. (C,E) The GO biological process of genes commonly down and
upregulated by + Glc/ + HS and public-available Glc-TOR microarray genes (Xiong et al., 2013). (D,F) The GO biological process enrichment of genes synergistically
(up and downregulated by both Glc-TOR and —Glc/ + HS) regulated by Glc-TOR and -Glc/ + HS. The top 20 GO categories were included based on their fold
enrichment. Panther 15.0 tool was used to analyse GO-fold enrichment using Bonferroni correction and Fisher’s exact test type.

encouraged us to check whether E2Fa could also regulate HSFA2
expression through direct binding to its promoter region. In
addition to conventional E2F-binding (TTTCCCGCC) elements,
E2F can bind on similar E2F-like motifs in order to activate
the target gene promoters (Chabouté et al., 2000; Kosugi and
Ohashi, 2002). Indeed, we found occupancy of E2Fa on the
HSFA2 promoter (Figure 4B and Supplementary Figure 5E). We
also used ACT2, which does not possess any E2Fa-binding sites
in its promoter region and, therefore, served as a negative target
gene (Figure 4B and Supplementary Figure 5F). Furthermore,
transcript levels of all four HSFAI and HSFA2 genes were

significantly reduced in e2fa-1 (Figure 4C; Sharma et al., 2019).
These findings indicate that E2Fa transcriptionally regulates
HSFA1s and HSFA2 genes by directly binding to their promoters,

suggesting crosstalk between TOR-E2Fa and HSFA1/HSFA2-
mediated HS signalling.

Glucose Promotes the Acetylation of
Heat Stress Genes

According to previous microarray reports, Glc controls the
transcription of a large number of HS genes (Mishra et al., 2009;
Xiong et al., 2013). We confirmed these microarray results using
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0.56X MS-grown Arabidopsis Col-0 and e2fa-1 seedlings were used for the ChIP assays. Fold enrichment of promoter fragments was calculated by comparing
samples treated without or with Anti-E2Fa-specific serum. CT values without and with anti-E2Fa serum were normalized by input control. The green boxes represent
putative E2F-binding elements in the HSF promoters. ChIP-gPCR analysis was performed on three technical replicates (n = 3) from a single representative
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RT-qPCR of Arabidopsis Col-0 seedlings treated with Glc. We
assessed the expression of core HS-signalling genes. Glc highly
induced the expression of core HS genes in comparison to
plants without Glc (Figure 5A). Next, we examined HS gene
expression in the TOR estradiol-inducible RNAi line (tor-esI)
under Glc sufficiency. Arabidopsis tor-esI showed more than

50% reduction in HS gene expression under Glc + estradiol
treatment than mock (DMSO) (Figure 5A). These results suggest
that Glc regulates HS gene transcription in a TOR-dependent
manner. As Glc regulates the transcripts of the HS genes through
the TOR, it was interesting to investigate the mechanism of
this regulation. To this end, we assessed the promoters of
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HS genes. Histone and chromatin modifications are important
epigenetic regulators that control gene expression underlying
developmental and stress responses (Chinnusamy and Zhu, 2009;
Weng et al.,, 2014; Lee et al., 2017). The role of histone acetylation
and methylation (specifically H3K4me2 and H3K4me3) in
transcriptional activation underlying stress responses has already
been proposed (Saleh et al., 2008; Hu et al., 2015, 2019; Ueda
and Seki, 2020). We, therefore, tested the histone acetylation
and methylation status at the promoters of HS genes in plants
treated with and without Glc (£ Glc) using a ChIP assay. The
presence of Glc showed more accumulation of H3K acetylation
and H3K4me2 marks at the promoters of HS genes encompassing
HSEs than plants treated without Glc (Figures 5B,C and
Supplementary Figure 5). We next asked whether TOR
is required for Glc-induced epigenetic changes at HS gene
promoters. To this end, we checked the histone epigenetic marks
on the promoters of HS genes in TOR OE and for-esI lines. We
observed that seedlings overexpressing TOR showed increased
accumulation, whereas tor-esI showed reduced accumulation
of histone epigenetic marks under Glc sufficiency (Figure 5B
and Supplementary Figures 6A,B, 7). Collectively, these results
suggest that Glc regulates the expression of HS genes by
epigenetically modifying their promoters. Furthermore, TOR is
required for Glc-induced epigenetic changes in thermotolerance-
associated genes.

Target of Rapamycin Coordinates With

HAC1 to Regulate Thermotolerance

Since Glc and TOR regulate HS genes expression by modulating
epigenetic status, it was important to assess how Glc/TOR
controls these responses. In mammals, TOR through
phosphorylation activates a CREB-binding protein/p300-type
histone acetyltransferase (Wan et al., 2017). In Arabidopsis, the
orthologue of p300 histone acetyltransferase HAC1 undergoes
phosphorylation in response to sucrose (Van Leene et al., 2019).
Moreover, HACI, in combination with WRKY18/53, is recruited
at the promoters of sugar-responsive genes and regulates their
acetylation under sugar sufficiency (Chen et al, 2019). To
examine whether TOR-mediated epigenetic changes at HS gene
promoters are governed through HACI, we first assessed the
expression and co-expression of Arabidopsis HAC1 with TOR
and RAPTORI. Plants gauge and adapt to a diurnal light-dark
cycle through transcriptional networks, which facilitate the
response of plants to the external environment (Ferrari et al.,
2019). We, therefore, assessed the comparative expression
of TOR and HACI in diurnal light-dark cycle transcriptome
data obtained from public resources and identified that TOR
expression overlaps with HACI expression throughout the
diurnal cycle (Ferrari et al., 2019; Supplementary Figure 8A).
Genevestigator' and string® data also suggest that HACI shares
huge similarities with TOR and RAPTORI in expression
and prediction of protein-protein interactions (Szklarczyk
et al., 2019) (Supplementary Figures 8B-D, 9). Therefore,
to assess whether HACI regulates thermotolerance response,

'https://genevestigator.com/
Zhttp://string-db.org/

we examined the phenotype of Arabidopsis plants defective
in HACI in response to HS. Seven-day-old Arabidopsis Col-
0 and hacl mutants (hacl-2 and hacl-6) were subjected to
Glc-free and Glc-containing MS media for 24 h, followed by
short-term-acquired thermotolerance (SAT) HS treatment. As
expected, Col-0 and hacl mutants treated without Glc could
not survive the lethal HS. However, Col-0 plants supplemented
with Glc showed improved thermotolerance [showed higher
fresh weight, increased chlorophyll (Chl), and higher lateral root
numbers] (Figures 6A,B). Interestingly, hacl mutants showed
reduced fresh weight and Chl content and fewer lateral roots
after HS (Figures 6A,B). Next, we assessed the expression levels
of HS genes underlying thermotolerance response in Col-0
and hacl mutants using RT-qPCR. Col-0 plants subjected to
Glc and HS showed increased expression of these HS genes
(Figures 6C, 7A,B and Supplementary Figure 10). In contrast,
alleles of hacl (hacl-2, hacl-3, and hacl-6) revealed greater
perturbation in HS gene expression, following sugar and HS
treatment (Figures 6C, 7A,B and Supplementary Figure 10).
The next important question was to assess the epigenetic
status of HS gene promoters upon sugar and HS treatment
in Col-0 and hacl mutants. We, therefore, performed ChIP
assay to examine the acetylation levels of HS gene promoters
using an anti-H3K (9 + 14 + 18 + 23 + 27) acetylation
antibody coupled with qPCR. Intriguingly, Arabidopsis Col-0
plants showed increased accumulation of H3K acetylation at
HS gene promoters upon sugar and HS treatment, whereas
plants having a mutation in HACI showed reduced acetylation
at these gene promoters (Figures 6D, 7C and Supplementary
Figures 11, 12). Collectively, these findings suggest that Glc-TOR
signalling coordinates with the epigenetic machinery to regulate
thermotolerance.

In addition, a global transcriptome comparison of for
differentially expressed genes (DEGs) with hacl/5 obtained
from public resources (Jin et al., 2018) identified 269 commonly
downregulated genes (Figure 8A). GO biological process
categorization of these 269 commonly regulated genes displayed
high enrichment of protein folding, refolding, response to
unfolded or topologically incorrect proteins, protein complex
oligomerization, and response to ER and heat stress (Figure 8B).
GO molecular function also indicated the high enrichment of
protein disulphide isomerase activity, heat shock protein binding,
and misfolded and unfolded protein binding (Figure 8C).
Moreover, TOR and RAPTORI exhibit a huge overlap of
co-expressed genes with HACI having high enrichment
of processes involved in chromatin remodelling, histone
modification, and gene transcriptional/posttranscriptional
regulation (Figures 8D-F). These in silico analyses suggest that
TOR, together with HACI, may regulate the expression of heat
stress-associated genes, leading to thermotolerance.

DISCUSSION

During their life cycle, plants face adverse growth conditions.
An environmental factor that significantly affects plant growth
and reproduction is an increase in temperature above optimum.
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Tukey’s HSD post hoc test.
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FIGURE 7 | hac? mutant demonstrates less accumulation of H3K acetylation,
leading to perturbation in HS-induced gene expression. (A,B) RT-gPCR
expression of HS genes in Col-0 and hac? mutants in response to HS.
Seven-day-old 0.5X MS-grown Col-0 and hac1-2 seedlings were subjected to
3 h of HS treatment at 37°C. RT-gPCR analysis was performed on two
independent biological replicates, each containing three technical replicates

(n = 2). Different letters denote statistical differences at p < 0.05 as assessed
by one-way ANOVA and Tukey’s HSD post hoc test. (C) ChIP-gPCR showing
enrichment of histone H3K Ac (9 + 14 + 18 + 28 + 27) at the promoters of HS
gene-encompassing HSEs in Col-0 and hac7-2. The amount of
immuno-precipitated promoter DNA was calculated by comparing samples
treated without or with an anti-Histone H3K (9 + 14 + 18 + 23 + 27) acetyl
antibody. Ct values without and with antibody samples were normalized by
input control. (C) Seven-day-old 0.5X MS-grown Col-0 and hac1-2 seedlings
were subjected to 3 h of HS treatment at 37°C. ChIP-gPCR analysis was
performed on three technical replicates (n = 3) from a single representative
experiment. The experiment was independently repeated two times (biological
replicates; n = 2). Different letters denote statistical differences at p < 0.05 as
assessed by one-way ANOVA and Tukey’s HSD post hoc test.

Being sessile, plants cannot move to more favourable locations
and, therefore, must adapt to these stressful temperatures
through an inherent potential called basal or acquired
thermotolerance. A well-studied mechanism to provide
thermoprotection is through the induction of HSPs that protect
the cellular proteome against heat-induced damage. Previously,
numerous researchers have identified the involvement of TOR in
stress resilience and adaptation (Mahfouz et al., 2006; Deprost
et al., 2007; Wang et al.,, 2016, 2018; Bakshi et al., 2017; Dong
et al, 2017, 2018; Fu et al., 2020). Glc signalling controls the
transcription of many heat shock protein (HSP) genes, including
HSFA2 and HSP70 (Sharma et al., 2019). In addition, a global
transcriptome study of Arabidopsis plants under Glc sufficiency
or plants underexpressing TOR (tor35-7 RNAi) showed that Glc-
TOR signalling governs transcriptional reprogramming of HS
genes (Mishra et al., 2009; Xiong et al., 2013; Gupta et al., 2015b).
However, the underlying mechanism of how TOR controls
thermotolerance response is not well understood. Through a
comprehensive chemical, genetic, transcriptome, and epigenetic
analysis, our results presented here provided the pivotal role of
Arabidopsis Glc-TOR signalling in heat stress adaptation.

Previously, it has been reported that Glc signalling activates
root apex, whereas both Glc and light are required to activate the
shoot apex (Li et al., 2017). Glc-TOR signalling is vital for the
activation of pCYCBI:GUS, a reporter of active cell proliferation,
following heat stress recovery in SAM (Sharma et al., 2019). In
agreement with the previous observations, plants grown under
HL without Glc showed less growth and stress recovery than
plants treated under HL with Glc suggesting an essential role
of Glc in stress adaptation and recovery. We hypothesise that
reactivation of proliferation competent cells in the SAM might
have high energy demands following heat stress. Also, light
alone was not sufficient to reactivate proliferation competent
cells to support growth from the shoot apex. Light may also
require other signals, such as Glc and auxin, to activate TOR
in the shoot apex (Andriankaja et al., 2012; Li et al., 2017;
Sharma et al., 2019).

Transcriptome study of Arabidopsis seedlings under Glc
lacking/sufficiency demonstrated that Glc largely affects
the expression of HS-related genes. At the whole genome
level, 1,124 genes were co-regulated by —Glc/ + HS
and + Glc/ + HS. As expected, several metabolic processes
related to primary and secondary metabolisms, microtubules
disassembly, sulphur compound biosynthetic processes, and
biotic stimulus were severely downregulated, whereas genes
involved in HS protection, such as HS-responsive molecular
chaperones, de novo protein folding, HS acclimation, and
de novo posttranslational protein folding were upregulated
(Supplementary Figures 2A,B). Interestingly, apart from
common genes regulated by —Glc/ 4+ HS and + Glc/ + HS,
the presence of Glc exclusively regulates 1,408 genes. GO
enrichment of these genes showed high enrichment of the
protein deneddylation process (Figure 2E). Protein neddylation
and deneddylation upon stress stimuli and stress recovery
are required for the assembly and disassembly of stress
granules (SG), respectively (Jayabalan et al., 2016). Like
ubiquitylation, neddylation is a posttranslational modification,
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which requires small ubiquitin-like protein NEDDS8. Under

sequestration of translation-stalled mRNA into cytoplasmic non-

stress, organisms show inhibition in protein synthesis, block membranous aggregates called SG for storage or in processing
translation initiation, and trigger polysome disassembly and bodies (PBs) for decay (Chantarachot and Bailey-Serres, 2018).
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SGs prevent the degradation of mRNA and store them, which
can reversibly be engaged into the translation once the stress has
been removed. Cells employ these mechanisms to repress the
translation of housekeeping genes and preserve stress-protective
genes mRNA to ensure cell survival. Recently, Merret et al.
(2017) have shown that mutants of HSP101 showed perturbation
in translational recovery and SG disassembly following HS
(Merret et al., 2017). The mRNA-encoding ribosomal proteins
(RPs) were stored into SGs, and subsequent release of this mRNA
in re-engaging translation process was dependent on HSP101
(Merret et al., 2017). In agreement with the previous reports, our
data strongly suggest that Glc signalling may drive regulation of
SG assembly and disassembly through the expression of genes
underlying neddylation and deneddylation, which are crucial
for stress recovery. In addition, Glc through TOR promotes the
transcriptional regulation of HSP101, which is crucial for SGs
disassembly and, hence, provides an adaptive strategy of plant
survival under deleterious HS. Transcriptome reprogramming
of HS genes under Glc sufficiency exhibited major synergistic
interaction with TOR-regulated genes, suggesting that Glc may
govern transcriptome reprogramming of HS genes mainly
through the TOR pathway.

Earlier reports have shown that Glc regulates transcriptome
reprogramming of a myriad set of genes via the E2Fa
transcription factor (Xiong et al., 2013; Li et al, 2017). E2Fa
regulates target genes via conserved cis-acting TTTCCCGCC
or similar motifs through direct binding at their genomic sites
(Vandepoele et al., 2005; Naouar et al., 2009). Using ChIP-assay,
we observed that E2Fa protein occupies the promoters of HSFA1s
and HSFA2 genes and positively regulates their expression.

Numerous reports revealed that the dynamic nature of
chromatin structure is a crucial determinant of gene expression
and can be modulated by nucleosome rearrangement, histone
variant, and posttranslational modification of histone tails
(Berr et al, 2009; Tamada et al., 2009; Kumar and Wigge,
2010; Brzezinka et al,, 2016). Depending on the position of
histone residues, which are acetylated or methylated, these
modifications can promote or repress transcription. There
are numerous reports, which suggested the role of histone
acetylation and methylation (specifically H3K4 di- and tri-
methylation) in gene transcriptional activation underlying stress
responses (Saleh et al, 2008; Hu et al, 2015, 2019; Ueda
and Seki, 2020). Recently, Chen et al. (2019) have shown that
p300/CREB HISTONE ACETYLTRANSFERASE 1 (HACI), in
association with WRKY18/53 transcription factors, regulates
sugar-responsive gene expression by modulation of histone
acetylation (Chen et al, 2019). Our study provides strong
evidence supporting that Glc-TOR signalling regulates HS
transcripts by the accumulation of histone acetylation marks
at the promoters of HS loci. We observed a strong defect of
tor mutant on Glc-promoted HS expression, demonstrating that
Glc induction of HS transcriptome is majorly regulated through
TOR. In mammals, TOR through phosphorylation activates a
CREB-binding protein/p300-type histone acetyltransferase (Wan
et al., 2017). In Arabidopsis, the orthologue of p300 histone
acetyltransferase HACI undergoes phosphorylation in response
to sucrose (Van Leene et al, 2019). Moreover, HACI, in

combination with WRKY18/53, is recruited at the promoters
of sugar-responsive genes and regulates their acetylation under
sugar sufficiency (Chen et al., 2019). In our study, we observed
that hacl showed hypersensitivity to HS with a strong defect
in Glc-promoted accumulation of H3K acetylation, leading to
reduced expression of the HS gene. Furthermore, a global
transcriptional comparison of TOR and HAC1 showed an overlap
of 269 genes, with GO categories implicated in heat shock
responses. Based on the co-expression data of TOR and HACI
and reduced acetylation of HSP gene promoters, as well as
reduced thermotolerance of their mutants, we speculate that TOR
and HAC1 may act together in regulating the heat stress response.
However, the precise molecular mechanism of how TOR and
HACI1 regulate this response is unclear at this point. It is plausible
that, like mammalian TOR, Arabidopsis TOR may phosphorylate
HACI and activate it, which transcriptionally regulates the
chromatin landscape of the HSP genes to confer thermotolerance.
Moreover, TOR and HACI regulate similar pathways, for
example, in mammals, mTORC1-mediated phosphorylation of
P300 suppresses cellular autophagy and activates cell lipogenesis
(Wan et al., 2017). HAC1 also serves several other functions; one
of which is leaf senescence that is governed by TOR (Deprost
etal., 2007; Hinckley et al., 2019). Autophagy is the self-digestion
of its cellular components. In addition to normal growth and
developmental programmes, stress responses also activate the
cellular autophagy response (Fulda et al., 2010; Kroemer et al.,
2010). Through negative regulation of autophagy during heat
stress, TOR and HACI1 may confer increased thermotolerance
during heat stress. Future work in this direction will elucidate the
exact mode of action of the TOR-HACI interaction.

Based on the investigation, we propose a testable model
in Figure 9. Arabidopsis Glc-TOR signalling plays a pivotal
role in providing thermotolerance by modulating the
chromatin landscape of thermo-responsive loci. TOR through
distinct mechanisms controls thermotolerance response. Glc-
activated TOR via the E2Fa transcription factor governs the
transcriptome reprogramming of a large set of heat shock
genes. Moreover, Arabidopsis TOR works in coordination with
histone acetylation machinery to modulate thermotolerance
response. As the TOR signalling is also present in humans
and is highly conserved across species, this finding will
have larger implications and could be translated into other
species. The conserved nature of TOR would interest other
researchers working in similar areas. Also, this work identified
the crucial function of TOR in stress adaptation and provides
a mechanistic framework to confront ever challenging and
fluctuating environments.

MATERIALS AND METHODS

Plant Materials and Growth Condition

The Arabidopsis thaliana mutant lines estradiol-inducible
tor RNAi (CS69829; tor-esl; Col-0 background), TOR OE
(AT1G50030, GK-548G07- 020632; Col-0 background), and
e2fa (AT2G36010, WiscDsLox434F1; Col-0 background) were
obtained from ABRC at Ohio State University. The following
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FIGURE 9 | The proposed model shows how Glc-TOR signalling regulates
thermotolerance. (A) TOR-regulated E2Fa transcription factor recruited at the
promoters of HSFAT and HSFA2 genes to control their expression, which, in
turn, regulate HS gene expression. (B) Glc through TOR promotes recruitment
of histone H3 acetylation marks at the promoters of HS genes to induce their
transcription, leading to thermotolerance. This Glc-TOR-mediated histone
acetylation is facilitated through HAC1.

lines were obtained from the published sources: tor35-7 RNAi
[Col-0 background; (Deprost et al., 2007)] and HACI mutants
[hacI-2, hacl-3, and hacl-6; Col-0 background (Heisel et al.,
2013)], proTOR:GUS [Col-0 background (Menand et al., 2002)].
Seeds were sown on square petri plates (120 mm x 120 mm)
containing 0.5X MS medium with 1% Suc (29 mM) and.8% agar
(24 mM) under long-day photoperiod [16-h light and 8-h dark,
60 micro mols (mol) m~2 s~ light intensity, otherwise stated
in the figure legend] at 22°C =+ 2°C temperature.

Chl Estimation

Total Chl (Chl a and Chl b) estimation was performed
with seedlings treated with HS. Chl estimation was
described by Kushwah and Laxmi (2014).

ChIP Assays

ChIP assays were performed using the protocol described
by Saleh et al. (2008) with minor modifications. For E2Fa
ChIP, 7-day-old 0.5X MS-grown Col-0 and e2fa seedlings
were used. For acetylation and H3K4me2 ChIP assay, 5-day-
old tor-esl seedlings were transferred to 0.5X MS medium
containing 20-uM B-estradiol for 4 days. Following estradiol
treatment, seedlings were starved for 24 h under a Glec-
deficient medium. Following starvation, seedlings were subjected
to 3 h of Glc treatment (167 mM). Briefly, 1-gm tissue of
each sample was cross-linked with 1% formaldehyde to fix
protein-DNA complexes. The samples were crushed in liquid
N2 and homogenised in nuclei isolation and nuclei lysis bufters,
followed by sonication. Sonication of chromatin was done in
a 4°C water sonicator (DiagenodeBioruptor Plus). Sonicated
samples were first precleared with Protein A Agarose beads

(Millipore #16-157) and then mixed with antibodies. Serum
containing anti-E2Fa antibodies was obtained from Prof. Lieven
De Veylder, VIB Department of Plant Systems Biology, Ghent
University (Takahashi et al, 2008). Antibodies against H3K
(9 + 14 + 18 + 23 + 27) acetylation were purchased from
Abcam (Cat. No. ab47915). Antibodies against H3K4me2 (Cat.
No. 07-030) were purchased from Millipore. All primers used are
mentioned in Supplementary Table 3.

Thermotolerance Assays

Arabidopsis thaliana seedlings grown in a standard culture room
and maintained under long-day photoperiod conditions were
used for thermotolerance assays. For phenotyping under low-
light (LL) and high-light (HL) conditions, Arabidopsis seedlings
were grown directly onto 0.5X MS medium containing without
or with Glc (90 mM) for 7 days under LL and HL intensities and
then transferred to HS. HS was applied as 1 h_37°C, 2 h_22°C,
and 2.5 h_45°C, followed by recovery at 3-7 days_22°C under
normal light (5000 LUX; NL) intensity. For thermotolerance
of hacl mutants, 5-day-old seedlings were grown initially in
MS media, containing 1% sucrose (29 mM) and.8% Agar and
then acclimatised to Glc-free and Glc-containing MS media
for 24 h, followed by HS treatments. HS was applied as
1 h_37°C, 2 h_22°C, and 2.5 h_45°C, followed by recovery at
3-4 days_22°C.

Gene Expression Analysis

For quantitative real-time PCR (RT-qPCR) study in response
to Glc, 5-day-old 0.5X MS-grown Arabidopsis seedlings were
starved without Glc for 24 h in dark, followed by 3 h of
Glc treatment in the light. For RT-qPCR study under HS,
Arabidopsis seedlings were germinated and grown directly in
0.5X MS medium, containing sucrose (29 mM) for 7 days under
standard 16-h-day/8-h-night conditions and subjected to HS at
37°C for 3 h. Total plant RNA was isolated using RNA easy
Plant Mini Kit (Qiagen), and ¢cDNA was prepared using 2 g
of total RNA with a high-capacity cDNA Reverse Transcription
Kit (Applied Biosystems). All candidate gene primers were
designed using a unique sequence within the genes, preferably
3'UTR. The normalization of genes was performed using 18S
as a reference control. The fold-change for each candidate gene
in different experimental conditions was determined using the
quantitative AACT method. All primers used are listed in
Supplementary Table 3.

Microarray Analysis

Whole-genome microarray analysis of 5-day-old Arabidopsis
Col-0 seedlings treated without or with Glc (—/ + Glc) and HS
was performed. To minimise the endogenous sugar background,
5-day-old Col-0 seedlings were first starved with 0.5X MS
medium without sugar for 24 h in the dark, followed by 24-
h Glc (167 mM) in the light and then subjected to HS. HS
treatment was applied at 37°C for 3 h and 37°C for 3 h,
followed by recovery at 22°C for 3 h. Harvested samples were
outsourced for transcriptome profiling. The data were analysed
using the Transcriptome Analysis Console (v3.0; Affymetrix)
using default parameters. The differentially expressed genes
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(DEGsS) in all conditions were compared to —Glc with fold
change (FC) value (>1.5). One-way between-subject ANOVA
(unpaired) statistical test, with p-value less than.05 and false
discovery rate (FDR) p-value.1, was used to analyse the DEGs.
Microarray data have been submitted to Array Express with
accession No. E-MTAB-6980. Three biological replicates were
used in this microarray study.

Bioinformatics Analysis

Gene expression data for TOR, RAPTORI, and HACI in
A. thaliana across various anatomical parts, developmental
stages, and stress-related experiments were extracted using
the mRNA-Seq dataset “AT_mRNASeq ARABI_GL’ from
Genevestigator platform (Hruz et al, 2008). The available
time-series expression data (in transcripts per million TPM
counts) for Arabidopsis diurnal range across the day-night
cycle were downloaded from the Supplementary Dataset in
Ferrari et al. (2019). Temporal expression patterns for all four
genes were extracted from this dataset and compared using
Normalized TPM values (rescaled between 0 and 1 via Min-Max
scaling/normalization). Expression heat maps were generated
using MeV_4_9_0.

DATA AVAILABILITY STATEMENT

The original contributions presented in the study are
publicly available. This data can be found here: Microarray
data have been submitted to Array Express with accession
no. E-MTAB-6980.

AUTHOR CONTRIBUTIONS

MoS and AL conceived and designed the experiments and
analysed the data. MoS performed most of the experiments. MoS
and MJK performed the microarray experiment. MoS, BNS, MaS,
and PA performed the Physiology and RT-qPCR experiments.
MoS, SM, and GY performed the Bioinformatic analysis. MoS
wrote the manuscript. MJK read the manuscript critically.
AL supervised and complemented the writing. All authors
contributed to the article and approved the submitted version.

REFERENCES

Andriankaja, M., Dhondt, S., DeBodt, S., Vanhaeren, H., Coppens, F., DeMilde,
L., etal. (2012). Exit from proliferation during leaf development in Arabidopsis
thaliana: A not-so-gradual process. Dev. Cell. 22, 64-78. doi: 10.1016/j.devcel.
2011.11.011

Bakshi, A., Moin, M., Kumar, M. U., Reddy, A. B. M., Ren, M., Datla, R,
et al. (2017). Ectopic expression of Arabidopsis Target of Rapamycin (AtTOR)
improves water-use efficiency and yield potential in rice. Sci. Rep. 7:42835.
doi: 10.1038/srep42835

Berr, A., Xu, L., Gao, J., Cognat, V., Steinmetz, A., Dong, A., et al. (2009). SET
DOMAIN GROUP25 encodes a histone methyltransferase and is involved in
FLOWERING LOCUS C activation and repression of flowering. Plant Physiol.
151, 1476-1485. doi: 10.1104/pp.109.143941

FUNDING

This work was supported by the core grant of the National
Institute of Plant Genome Research, New Delhi, India to AL.
MaS received a fellowship from the Department of Biotechnology
(DBT) and Science and Engineering Research Board (SERB)
with Grant No. EMR/2016/006486. MJK acknowledges the
Department of Science and Technology (INSPIRE Faculty
Programme Grant IFA18-LSPA110). MaS received a fellowship
from the University grant commission, PA. SM received a
fellowship from DBT. Promoter motif analysis, Diurnal, and
Genevestigator analysis were performed using funds in the DBT
Grant No. BT/PR22334/BID/7/786/2016.

ACKNOWLEDGMENTS

We would like to thank Lieven De Veylder, VIB Department of
Plant Systems Biology, Ghent University, Belgium for the anti-
E2Fa serum. We would like to thank Christian Meyer, French
National Institute for Agricultural Research, INRA, Institut
Jean-Pierre Bourgin for providing for35-7 RNAi lines. We
thank Benoit Menand, CNRS research scientist, plant genetics
and biophysics laboratory (IBEB/UMR7265 CEA-CNRS-AMU),
Luminy University Campus (Marseille, 13) for providing
pTOR:GUS seeds. We thank Susan I. Gibson, Department
of Plant Biology, Microbial and Plant Genomics Institute,
University of Minnesota, Saint Paul, MN, United States for
providing HACI mutant seeds. We would like to thank Central
Instrumental Facility, NIPGR for all the required assistance.
We would like to thank Sandhya Verma and Rekha Agrawal
for advice, valuable discussions, and critical reading of the
manuscript. We would like to thank Jitendra K. Thakur for
providing laboratory space for performing a few experiments. We
would also like to thank DBT-eLibrary Consortium (DeLCON)
for providing access to e-resources.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fpls.2021.
741965/full#supplementary-material

Boycheva, L, Vassileva, V., and Iantcheva, A. (2014). Histone acetyltransferases
in plant development and plasticity. Curr. Genom. 15, 28-37. doi: 10.2174/
138920291501140306112742

Brzezinka, K., Altmann, S., Czesnick, H., Nicolas, P., Gorka, M., Benke, E.,
et al. (2016). Arabidopsis FORGETTERI mediates stress-induced chromatin
memory through nucleosome remodeling. Elife 5:e17061. doi: 10.7554/eLife.
17061.001

Chabouté, M. E., Clément, B., Sekine, M., Philipps, G., and Chaubet-Gigot, N.
(2000). Cell cycle regulation of the tobacco ribonucleotide reductase small
subunit gene is mediated by E2F-like elements. Plant Cell 12, 1987-2000. doi:
10.1105/tpc.12.10.1987

Chantarachot, T., and Bailey-Serres, J. (2018). Polysomes, stress granules, and
processing bodies: A dynamic triumvirate controlling cytoplasmic mRNA fate
and function. Plant Physiol. 176, 254-269. doi: 10.1104/pp.17.01468

Frontiers in Plant Science | www.frontiersin.org

October 2021 | Volume 12 | Article 741965


https://www.frontiersin.org/articles/10.3389/fpls.2021.741965/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fpls.2021.741965/full#supplementary-material
https://doi.org/10.1016/j.devcel.2011.11.011
https://doi.org/10.1016/j.devcel.2011.11.011
https://doi.org/10.1038/srep42835
https://doi.org/10.1104/pp.109.143941
https://doi.org/10.2174/138920291501140306112742
https://doi.org/10.2174/138920291501140306112742
https://doi.org/10.7554/eLife.17061.001
https://doi.org/10.7554/eLife.17061.001
https://doi.org/10.1105/tpc.12.10.1987
https://doi.org/10.1105/tpc.12.10.1987
https://doi.org/10.1104/pp.17.01468
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles

Sharma et al.

TOR Transcriptionally and Epigenetically Regulates Thermotolerance

Charng, Y.-Y,, Liu, H.-C,, Liu, N.-Y., Chi, W.-T., Wang, C.-N., Chang, S.-H., et al.
(2006). A heat-inducible transcription factor, HsfA2, is required for extension
of acquired thermotolerance in Arabidopsis. Plant Physiol. 143, 251-262. doi:
10.1104/pp.106.091322

Chen, Q., Xu, X,, Xu, D., Zhang, H., Zhang, C,, and Li, G. (2019). WRKY18 and
WRKY53 coordinate with HISTONE ACETYLTRANSFERASEL to regulate
rapid responses to sugar. Plant Physiol. 180, 2212-2226. doi: 10.1104/pp.19.
00511

Chinnusamy, V., and Zhu, J. K. (2009). Epigenetic regulation of stress responses in
plants. Curr. Opin. Plant Biol. 12, 133-139. doi: 10.1016/j.pbi.2008.12.006

De Vleesschauwer, D., Filipe, O., Hoffman, G., Seifi, H. S., Haeck, A., Canlas,
P, et al. (2017). Target of rapamycin signaling orchestrates growth-defense
trade-offs in plants. New Phytol. 217, 305-319. doi: 10.1111/nph.14785

Deal, R. B., and Henikoff, S. (2010). A chromatin thermostat. Nature 463, 887-888.
doi: 10.1038/463887a

Deprost, D., Yao, L., Sormani, R., Moreau, M., Leterreux, G., Nicolai, M., et al.
(2007). The Arabidopsis TOR kinase links plant growth, yield, stress resistance
and mRNA translation. EMBO Rep. 8, 864-870. doi: 10.1038/sj.embor.7401043

Dong, Y., Silbermann, M., Speiser, A., Forieri, L, Linster, E., Poschet, G., et al.
(2017). Sulfur availability regulates plant growth via glucose-TOR signaling.
Nat. Commun. 8:1174. doi: 10.1038/s41467-017-01224-w

Dong, Y., Teleman, A., Jedmowski, C., Wirtz, M., and Hell, R. (2018). The
Arabidopsis THADA homolog modulates TOR activity and cold acclimation.
Plant Biol. 21, 77-83. doi: 10.1111/plb.12893

Ferrari, C., Proost, S., Janowski, M., Becker, J., Nikoloski, Z., Bhattacharya, D.,
et al. (2019). Kingdom-wide comparison reveals the evolution of diurnal gene
expression in Archaeplastida. Nat. Commun. 10:737. doi: 10.1038/s41467-019-
08703-2

Fu, L., Wang, P., and Xiong, Y. (2020). Target of rapamycin signaling in plant stress
responses. Plant Physiol. 182, 1613-1623. doi: 10.1104/pp.19.01214

Fulda, S., Gorman, A. M., Hori, O., and Samali, A. (2010). Cellular stress responses:
cell survival and cell death. Int. J. Cell. Biol. 2010:214074. doi: 10.1155/2010/
214074

Gupta, A, Singh, M., and Laxmi, A. (2015b). Multiple interactions between glucose
and brassinosteroid signal transduction pathways in Arabidopsis are uncovered
by whole-genome transcriptional profiling. Plant Physiol. 168, 1091-1105. doi:
10.1104/pp.15.00495

Gupta, A., Singh, M., and Laxmi, A. (2015a). Interaction between Glucose and
Brassinosteroid during regulation of lateral root development in Arabidopsis
thaliana. Plant Physiol. 168, 307-20. doi: 10.1104/pp.114.256313

Heisel, T.]., Li, C. Y., Grey, K. M., and Gibson, S. I. (2013). Mutations in HISTONE
ACETYLTRANSFERASE1 affect sugar response and gene expression in
Arabidopsis. Front. Plant Sci. 4:245. doi: 10.3389/fpls.2013.00245

Hinckley, W. E., Keymanesh, K., Cordova, J. A., and Brusslan, J. A. (2019). The
HACI histone acetyltransferase promotes leaf senescence and regulates the
expression of ERF022. Plant Direct. 3:¢00159. doi: 10.1002/pld3.159

Hruz, T., Laule, O., Szabo, G., Wessendorp, F., Bleuler, S., Oertle, L., et al. (2008).
Genevestigator V3: A reference expression database for the meta-analysis of
transcriptomes. Adv. Bioinformatics 2008, 1-5. doi: 10.1155/2008/420747

Hu, Y., Lu, Y., Zhao, Y., and Zhou, D. X. (2019). Histone acetylation dynamics
integrates metabolic activity to regulate plant response to stress. Front. Plant
Sci. 10:1236. doi: 10.3389/fpls.2019.01236

Hu, Z., Song, N., Zheng, M., Liu, X., Liu, Z., Xing, J., et al. (2015). Histone
acetyltransferase GCN5 is essential for heat stress-responsive gene activation
and thermotolerance in Arabidopsis. Plant J. 84, 1178-1191. doi: 10.1111/tpj.
13076

Jayabalan, A. K., Sanchez, A., Park, R. Y., Yoon, S. P,, Kang, G. Y., Baek, J. H.,
et al. (2016). NEDDylation promotes stress granule assembly. Nat. Commun.
7:12125. doi: 10.1038/ncomms12125

Jin, H., Choi, S. M., Kang, M. J., Yun, S. H., Kwon, D. J., Noh, Y. S,, et al.
(2018). Salicylic acid-induced transcriptional reprogramming by the HAC-
NPRI1-TGA histone acetyltransferase complex in Arabidopsis. Nucleic Acids Res.
46, 11712-11725. doi: 10.1093/nar/gky847

Kircher, S., and Schopfer, P. (2012). Photosynthetic sucrose acts as cotyledon-
derived long-distance signal to control root growth during early seedling
development in Arabidopsis. Proc. Natl. Acad. Sci. 109, 11217-11221. doi: 10.
1073/pnas.1203746109

Kosugi, S., and Ohashi, Y. (2002). E2F sites that can interact with E2F proteins
cloned from rice are required for meristematic tissue-specific expression of rice
and tobacco proliferating cell nuclear antigen promoters. Plant J. 29, 45-59.
doi: 10.1046/j.1365-313x.2002.01196.x

Kroemer, G., Marifio, G., and Levine, B. (2010). Autophagy and the integrated
stress Mol.  Cell. 40, 280-293. doi: 10.1016/j.molcel.2010.
09.023

Kumar, S. V., and Wigge, P. A. (2010). H2A.Z-containing nucleosomes mediate
the thermosensory response in arabidopsis. Cell 140, 136-147. doi: 10.1016/j.
cell.2009.11.006

Kushwah, S., and Laxmi, A. (2014). The interaction between glucose and cytokinin
signal transduction pathway in Arabidopsis thaliana. Plant. Cell Environ. 37,
235-253. doi: 10.1111/pce.12149

Lémke, J., and Béurle, I. (2017). Epigenetic and chromatin-based mechanisms in
environmental stress adaptation and stress memory in plants. Genome Biol.
18:124. doi: 10.1186/s13059-017-1263-6

Limke, J., Brzezinka, K., Altmann, S., and Biurle, 1. (2016). A hit-and-run heat
shock factor governs sustained histone methylation and transcriptional stress
memory. EMBO J. 35, 162-175. doi: 10.15252/embj

Laplante, M., and Sabatini, D. M. (2012). Review mTOR signaling in growth control
and disease. Cell 149, 274-293. doi: 10.1016/j.cell.2012.03.017

Lee, K., Park, O. S., and Seo, P.J. (2017). Arabidopsis ATXR2 deposits H3K36me3
at the promoters of LBD genes to facilitate cellular dedifferentiation. Sci. Signal.
10:eaan0316. doi: 10.1126/scisignal.aan0316

Li, X, Cai, W,, Liu, Y., Li, H., Fu, L., Liu, Z., et al. (2017). Differential TOR
activation and cell proliferation in Arabidopsis root and shoot apexes. Proc. Natl.
Acad. Sci. US A. 114, 2765-2770. doi: 10.1073/pnas.1618782114

Liu, J., Feng, L, Gu, X, Deng, X, Qiu, Q. Li, Q., et al. (2019). An
H3K27me3 demethylase-HSFA2 regulatory loop orchestrates transgenerational
thermomemory in Arabidopsis. Cell Res. 29, 379-390. doi: 10.1038/s41422-019-
0145-8

Loewith, R., and Hall, M. N. (2011). Target of rapamycin (TOR) in nutrient
signaling and growth control. Genetics 189, 1177-1201. doi: 10.1534/genetics.
111.133363

Luo, M., Liu, X,, Singh, P., Cui, Y., Zimmerli, L., and Wu, K. (2012). Chromatin
modifications and remodeling in plant abiotic stress responses. Biochim.
Biophys. Acta Gene Regul. Mech. 1819, 129-136. doi: 10.1016/j.bbagrm.2011.
06.008

Mahfouz, M. M., Kim, S., Delauney, A. J., and Verma, D. P. S. (2006). Arabidopsis
TARGET OF RAPAMYCIN interacts with RAPTOR, which regulates the
activity of S6 kinase in response to osmotic stress signals. Plant Cell 18, 477-490.
doi: 10.1105/tpc.105.035931

Menand, B., Desnos, T., Nussaume, L., Berger, F., Bouchez, D., Meyer, C., et al.
(2002). Expression and disruption of the Arabidopsis TOR (target of rapamycin)
gene. Proc. Natl. Acad. Sci. U. S. A. 99, 6422-6427. doi: 10.1073/pnas.092141899

Merret, R., Carpentier, M.-C., Favory, J.-J., Picart, C., Descombin, J., Bousquet-
Antonelli, C., et al. (2017). Heat shock protein HSP101 affects the release of
ribosomal protein mRNAs for recovery after heat shock. Plant Physiol. 174,
1216-1225. doi: 10.1104/pp.17.00269

Mishra, B. S., Singh, M., Aggrawal, P., and Laxmi, A. (2009). Glucose and auxin
signaling interaction in controlling arabidopsis thaliana seedlings root growth
and development. PLoS One 4:¢04502. doi: 10.1371/journal.pone.0004502

Naouar, N., Vandepoele, K., Lammens, T., Casneuf, T., Zeller, G., Van Hummelen,
P., et al. (2009). Quantitative RNA expression analysis with Affymetrix Tiling
1.0R arrays identifies new E2F target genes. Plant J. 57, 184-194. doi: 10.1111/j.
1365-313X.2008.03662.x

Ralser, M., Wamelink, M. M., Struys, E. A., Joppich, C., Krobitsch, S., Jakobs, C.,
et al. (2008). A catabolic block does not sufficiently explain how 2-deoxy-D-
glucose inhibits cell growth. Proc. Natl. Acad. Sci. U. S. A. 105, 17807-17811.
doi: 10.1073/pnas.0803090105

Ramirez-Parra, E., Friindt, C, and Gutierrez, C. (2003). A genome-wide
identification of E2F-regulated genes in Arabidopsis. Plant J. 33, 801-811. doi:
10.1046/j.1365-313X.2003.01662.x

Saleh, A., Alvarez-Venegas, R., Yilmaz, M., Le, O., Hou, G., Sadder, M., et al.
(2008). The highly similar Arabidopsis homologs of trithorax ATX1 and ATX2
encode proteins with divergent biochemical functions. Plant Cell 20, 568-579.
doi: 10.1105/tpc.107.056614

response.

Frontiers in Plant Science | www.frontiersin.org

October 2021 | Volume 12 | Article 741965


https://doi.org/10.1104/pp.106.091322
https://doi.org/10.1104/pp.106.091322
https://doi.org/10.1104/pp.19.00511
https://doi.org/10.1104/pp.19.00511
https://doi.org/10.1016/j.pbi.2008.12.006
https://doi.org/10.1111/nph.14785
https://doi.org/10.1038/463887a
https://doi.org/10.1038/sj.embor.7401043
https://doi.org/10.1038/s41467-017-01224-w
https://doi.org/10.1111/plb.12893
https://doi.org/10.1038/s41467-019-08703-2
https://doi.org/10.1038/s41467-019-08703-2
https://doi.org/10.1104/pp.19.01214
https://doi.org/10.1155/2010/214074
https://doi.org/10.1155/2010/214074
https://doi.org/10.1104/pp.15.00495
https://doi.org/10.1104/pp.15.00495
https://doi.org/10.1104/pp.114.256313
https://doi.org/10.3389/fpls.2013.00245
https://doi.org/10.1002/pld3.159
https://doi.org/10.1155/2008/420747
https://doi.org/10.3389/fpls.2019.01236
https://doi.org/10.1111/tpj.13076
https://doi.org/10.1111/tpj.13076
https://doi.org/10.1038/ncomms12125
https://doi.org/10.1093/nar/gky847
https://doi.org/10.1073/pnas.1203746109
https://doi.org/10.1073/pnas.1203746109
https://doi.org/10.1046/j.1365-313x.2002.01196.x
https://doi.org/10.1016/j.molcel.2010.09.023
https://doi.org/10.1016/j.molcel.2010.09.023
https://doi.org/10.1016/j.cell.2009.11.006
https://doi.org/10.1016/j.cell.2009.11.006
https://doi.org/10.1111/pce.12149
https://doi.org/10.1186/s13059-017-1263-6
https://doi.org/10.15252/embj
https://doi.org/10.1016/j.cell.2012.03.017
https://doi.org/10.1126/scisignal.aan0316
https://doi.org/10.1073/pnas.1618782114
https://doi.org/10.1038/s41422-019-0145-8
https://doi.org/10.1038/s41422-019-0145-8
https://doi.org/10.1534/genetics.111.133363
https://doi.org/10.1534/genetics.111.133363
https://doi.org/10.1016/j.bbagrm.2011.06.008
https://doi.org/10.1016/j.bbagrm.2011.06.008
https://doi.org/10.1105/tpc.105.035931
https://doi.org/10.1073/pnas.092141899
https://doi.org/10.1104/pp.17.00269
https://doi.org/10.1371/journal.pone.0004502
https://doi.org/10.1111/j.1365-313X.2008.03662.x
https://doi.org/10.1111/j.1365-313X.2008.03662.x
https://doi.org/10.1073/pnas.0803090105
https://doi.org/10.1046/j.1365-313X.2003.01662.x
https://doi.org/10.1046/j.1365-313X.2003.01662.x
https://doi.org/10.1105/tpc.107.056614
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles

Sharma et al.

TOR Transcriptionally and Epigenetically Regulates Thermotolerance

Sharma, M., Banday, Z. Z., Shukla, B. N., and Laxmi, A. (2019). Glucose-regulated
hlp1 acts as a key molecule in governing thermomemory. Plant Physiol. 180,
1081-1100. doi: 10.1104/pp.18.01371

Shen, Y., Wei, W., and Zhou, D. X. (2015). Histone acetylation enzymes coordinate
metabolism and gene expression. Trends Plant Sci. 20, 614-621. doi: 10.1016/j.
tplants.2015.07.005

Singh, P., Yekondi, S., Chen, P. W., Tsai, C. H,, Yu, C. W,, Wu, K,, et al. (2014).
Environmental history modulates Arabidopsis pattern-triggered immunity in
a histone acetyltransferasel-dependent manner. Plant Cell. 26, 2676-2688. doi:
10.1105/tpc.114.123356

Struhl, K., and Segal, E. (2013). Determinants of nucleosome positioning. Nat.
Struct. Mol. Biol. 20, 267-273. doi: 10.1038/nsmb.2506

Szklarczyk, D., Gable, A. L., Lyon, D., Junge, A., Wyder, S., Huerta-Cepas, J.,
etal. (2019). STRING v11: Protein-protein association networks with increased
coverage, supporting functional discovery in genome-wide experimental
datasets. Nucleic Acids Res. 47, D607-D613. doi: 10.1093/nar/gky1131

Takahashi, N., Lammens, T., Boudolf, V., Maes, S., Yoshizumi, T., De Jaeger, G.,
etal. (2008). The DNA replication checkpoint aids survival of plants deficient in
the novel replisome factor ETG1. EMBO J. 27, 1840-1851. doi: 10.1038/emboj.
2008.107

Tamada, Y., Yun, J. Y., Woo, S. C., and Amasino, R. M. (2009). ARABIDOPSIS
TRITHORAX-RELATEDY is required for methylation of lysine 4 of histone H3
and for transcriptional activation of FLOWERING LOCUS C. Plant Cell 21,
3257-3269. doi: 10.1105/tpc.109.070060

Ueda, M., and Seki, M. (2020). Histone modifications form epigenetic regulatory
networks to regulate abiotic stress response. Plant Physiol. 182, 15-26. doi:
10.1104/pp.19.00988

Van Leene, J., Han, C., Gadeyne, A., Eeckhout, D., Matthijs, C., Cannoot, B., et al.
(2019). Capturing the phosphorylation and protein interaction landscape of the
plant TOR kinase. Nat. Plants 5, 316-327. doi: 10.1038/s41477-019-0378-z

Vandepoele, K., Vlieghe, K., Florquin, K., Hennig, L., Beemster, G. T. S,
Gruissem, W., et al. (2005). Genome-wide identification of potential plant
E2F target genes. Plant Physiol. 139, 316-328. doi: 10.1104/pp.105.0662
90.316

Vlachonasios, K., Poulios, S., and Mougiou, N. (2021). The histone
acetyltransferase gen5 and the associated coactivators ada2: From evolution
of the saga complex to the biological roles in plants. Plants 10:308.
doi: 10.3390/plants10020308

Wan, W., You, Z., Xu, Y., Zhou, L., Guan, Z., Peng, C., et al. (2017). mTORC1
phosphorylates acetyltransferase p300 to regulate autophagy and lipogenesis.
Mol. Cell. 68, 323-335. doi: 10.1016/j.molcel.2017.09.020

Wang, L., Li, H., Zhao, C,, Li, S., Kong, L., Wu, W, et al. (2016). The inhibition
of protein translation mediated by AtGCNI is essential for cold tolerance

in Arabidopsis thaliana. Plant. Cell Environ. 40, 56-68. doi: 10.1111/pce.1
2826

Wang, P., Zhao, Y., Li, Z,, Hsu, C.-C,, Liu, X,, Fu, L., et al. (2018). Reciprocal
regulation of the TOR Kinase and ABA Receptor balances plant growth and
stress response. Mol. Cell. 69, 100-112. doi: 10.1016/j.molcel.2017.12.002

Weng, M., Yang, Y., Feng, H., Pan, Z., Shen, W.-H., Zhu, Y., et al. (2014). Histone
chaperone ASF1 is involved in gene transcription activation in response to
heat stress in Arabidopsis thaliana. Plant. Cell Environ. 37, 2128-2138. doi:
10.1111/pce.12299

Wu, Y., Shi, L, Li, L, Fu, L, Liu, Y., Xiong, Y., et al. (2019). Integration of
nutrient, energy, light, and hormone signalling via TOR in plants. . Exp. Bot.
70, 2227-2238. doi: 10.1093/jxb/erz028

Xiong, Y., McCormack, M., Li, L., Hall, Q., Xiang, C., and Sheen, J. (2013). Glucose-
TOR signalling reprograms the transcriptome and activates meristems. Nature
496, 181-186. doi: 10.1038/nature12030

Xiong, Y., and Sheen, J. (2014). The role of target of rapamycin signaling networks
in plant growth and metabolism. Plant Physiol. 164, 499-512. doi: 10.1104/pp.
113.229948

Zheng, M., Liu, X,, Lin, J., Liu, X, Wang, Z., Xin, M., et al. (2019). Histone
acetyltransferase GCN5 contributes to cell wall integrity and salt stress tolerance
by altering the expression of cellulose synthesis genes. Plant J. 97, 587-602.
doi: 10.1111/tpj.14144

Zoncu, R, Efeyan, A., and Sabatini, D. M. (2011). MTOR: From growth signal
integration to cancer, diabetes and ageing. Nat. Rev. Mol. Cell Biol. 12, 21-35.
doi: 10.1038/nrm3025

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors
and do not necessarily represent those of their affiliated organizations, or those of
the publisher, the editors and the reviewers. Any product that may be evaluated in
this article, or claim that may be made by its manufacturer, is not guaranteed or
endorsed by the publisher.

Copyright © 2021 Sharma, K, Shukla, Sharma, Awasthi, Mahtha, Yadav and Laxmi.
This is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) and the copyright owner(s) are credited
and that the original publication in this journal is cited, in accordance with accepted
academic practice. No use, distribution or reproduction is permitted which does not
comply with these terms.

Frontiers in Plant Science | www.frontiersin.org

17

October 2021 | Volume 12 | Article 741965


https://doi.org/10.1104/pp.18.01371
https://doi.org/10.1016/j.tplants.2015.07.005
https://doi.org/10.1016/j.tplants.2015.07.005
https://doi.org/10.1105/tpc.114.123356
https://doi.org/10.1105/tpc.114.123356
https://doi.org/10.1038/nsmb.2506
https://doi.org/10.1093/nar/gky1131
https://doi.org/10.1038/emboj.2008.107
https://doi.org/10.1038/emboj.2008.107
https://doi.org/10.1105/tpc.109.070060
https://doi.org/10.1104/pp.19.00988
https://doi.org/10.1104/pp.19.00988
https://doi.org/10.1038/s41477-019-0378-z
https://doi.org/10.1104/pp.105.066290.316
https://doi.org/10.1104/pp.105.066290.316
https://doi.org/10.3390/plants10020308
https://doi.org/10.1016/j.molcel.2017.09.020
https://doi.org/10.1111/pce.12826
https://doi.org/10.1111/pce.12826
https://doi.org/10.1016/j.molcel.2017.12.002
https://doi.org/10.1111/pce.12299
https://doi.org/10.1111/pce.12299
https://doi.org/10.1093/jxb/erz028
https://doi.org/10.1038/nature12030
https://doi.org/10.1104/pp.113.229948
https://doi.org/10.1104/pp.113.229948
https://doi.org/10.1111/tpj.14144
https://doi.org/10.1038/nrm3025
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/plant-science
https://www.frontiersin.org/
https://www.frontiersin.org/journals/plant-science#articles

	Arabidopsis Target of Rapamycin Coordinates With Transcriptional and Epigenetic Machinery to Regulate Thermotolerance
	Introduction
	Results
	Glucose Is Essential for Plant Survival Under Extreme Heat Stress
	The Presence of Glc Profoundly Alters the Expression Profile of HS-Regulated Genes
	Glc via TOR Regulates the Transcriptome Reprogramming of HS Genes
	Target of Rapamycin Target E2Fa Binds Directly to HSF Gene Promoters
	Glucose Promotes the Acetylation of Heat Stress Genes
	Target of Rapamycin Coordinates With HAC1 to Regulate Thermotolerance

	Discussion
	Materials and Methods
	Plant Materials and Growth Condition
	Chl Estimation
	ChIP Assays
	Thermotolerance Assays
	Gene Expression Analysis
	Microarray Analysis
	Bioinformatics Analysis

	Data Availability Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


