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Abstract 
Plants have evolved a robust immune system to fend off pathogens. This 

response must be tightly regulated, as aberrant activation can have detrimental effects. 

Much work has been done to understand the transcriptional responses in plant 

immunity, but less is known about post-transcriptional mechanisms. Here I examine the 

roles of the general control nonderepressible 2 (GCN2) kinase and the N6-

methyladenosine (m6A) RNA modification in regulating plant immunity at the post-

transcriptional level. 

A previous study revealed that the master immune regulator TBF1 (a 

transcription factor) is essential for mediating a defense response. TBF1 is under the 

control of 2 upstream open reading frames (uORFs) which inhibit translation of TBF1’s 

major open reading frame (mORF). These uORFs’ sequences are enriched with codons 

for aromatic amino acids, especially phenylalanine. Pathogen treatment resulted in the 

induction of uncharged tRNAphe and eIF2α phosphorylation. It was proposed that GCN2 

would mediate eIF2α phosphorylation and allow readthrough of TBF1’s mORF, 

analogous to GCN2’s role in promoting translation of GCN4 upon amino acid 

starvation. To test this, eIF2α phosphorylation was examined in gcn2 mutant plants 

upon pathogen infection using a phoshpo-specific eIF2α antibody. eIF2α 

phosphorylation was not observed in gcn2 plants upon pathogen treatment and 
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therefore GCN2 is likely to be the kinase responsible for this induced eIF2α 

phosphorylation. To test GCN2’s role in positively regulating TBF1, a bacterial infection 

assay was undertaken with gcn2 plants. Compared to wild-type plants, gcn2 plants did 

not have any significant difference in bacterial growth and therefore GCN2 is unlikely to 

play a role in regulating TBF1 or plant immunity. 

The m6A modification is the most abundant internal modification present in 

mRNAs and has been found to regulate several aspects of mRNA metabolism and 

biological processes. There is less known about m6A in plants, though it has been found 

to regulate stability of transcripts and is important for development and the salt stress 

response. It is unknown whether m6A plays a role in plant immunity. To address this, 

m6A deficient plant lines were used and bacterial infection assays undertaken. These 

lines displayed significantly higher levels of bacterial growth (susceptibility) and thus 

m6A plays a positive role in plant immunity. Further assays found that m6A was 

essential for fully mediating pattern-triggered immunity (PTI) and salicylic acid (SA)-

mediated immune responses. m6A-seq was used to map the dynamics of m6A across the 

transcriptome in response to the immune inducers SA and elf18 (a microbe-associated 

molecular pattern). Hundreds of pathogen-induced methylation sites were uncovered 

and gene ontology (GO) analysis revealed a predominance of defense/immune-related 

transcripts.  
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In summary, this dissertation work found that although GCN2 is required for 

pathogen induced eIF2α phosphorylation, it is dispensable for defense against a 

bacterial pathogen, and thus is unlikely to be a regulator of TBF1 or the immune 

response. On the other hand, m6A was established to be broadly essential and dynamic 

upon immune induction. These findings open the door for future studies to elucidate 

how m6A machinery is interacting with the defense response and establish a new area 

for post-transcriptional control of plant immunity. 
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1. Introduction to the plant immune system, GCN2, and 
m6A 

There is a wide body of research in the areas of plant immunity, GCN2, and N6-

methyladenosine (m6A) modification of RNA. This introductory chapter is not meant to 

be a complete review of all the literature in these areas, but rather aims to highlight 

findings relevant to the dissertation work.  

1.1 Introduction to the plant immune system 

Pathogens represent a significant threat to crops, causing 13%-16% of crop yield 

loss worldwide (Pagan and Garcia-Arenal 2018). Microbial pathogens, such as bacteria 

and fungi, are significant players. For example, the oomcyte (a fungus-like organism) 

Phytophthora infestans caused the devastating Irish potato famine in the 1800s (Yoshida et 

al. 2013). Understanding the regulation and signaling events of plant immunity is 

essential to creating pathogen resistant crops and thus improving crop yields. This 

dissertation seeks to uncover the role of post-transcriptional regulation mediated by 

GCN2 and the m6A RNA modification in plant immunity.  

Plants have evolved a robust immune system to fend off pathogens, although 

unlike animals they do not have specialized immune cells (Jones and Dangl 2006). 

Instead, each cell of the plant can recognize a pathogen infection and mount a defense 

response. The plant immune response consists of multiple layers- from the initial cell 

surface perception of conserved microbe associated molecular patterns (MAMPs), to 
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recognition of secreted intracellular pathogen effectors, to the long term and systemic 

resistance mediated by the plant hormone salicylic acid (Spoel and Dong 2012).  

This dissertation work used the model plant Arabidopsis thaliana (hereafter called 

Arabidopsis) and the model plant pathogens Pseudomonas syringae pathovar maculicola 

strain ES4326 (Psm, a bacterial pathogen), Pseudomonas syringae pathovar tomato strain 

DC3000 (Pst, a bacterial pathogen), and Hyaloperonospora arabidopsidis (Hpa, an 

oomycote). These systems have been used extensively to elucidate immune mechanisms 

in plants, an overview of which is discussed below.  

1.1.1 Pattern-Triggered Immunity (PTI) 

The first layer of defense that the plant utilizes is recognition of conserved 

microbial associated patterns (MAMPs) by pattern recognition receptors (PRRs) residing 

on the plasma membrane (Zipfel 2014). All PRRs contain an ectodomain involved in 

ligand binding, a transmembrane domain, and an intracellular kinase domain (Zipfel 

2014). The most studied PRRs are the leucine-rich repeat (LRR) family members EF-TU 

RECEPTOR (EFR; binds bacterial EF-TU peptide elf18) and FLAGELLIN SENSING 2 

(FLS2; binds the bacterial flagellin peptide flg22)  (Zipfel et al. 2006, Chinchilla et al. 

2006). Other PRRs include LYK5 (binds chitin), LYM1/LYM3 (bind bacterial 

peptidoglycan), and LORE (binds bacterial lipopolysaccharides), along with receptors 

whose ligands have yet to be discovered (Couto and Zipfel 2016). 
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Upon MAMP binding, PRRs heterodimerize with co-receptors to activate 

downstream signaling, with the major co-receptors being BAK1 for LRRs and CERK1 for 

LysM-receptor proteins (e.g. the chitin receptor) (Couto and Zipfel 2016). These co-

receptors appear to be specific to the type of PRR, as BAK1 is not required for chitin-

triggered responses and CERK1 does not participate in FLS2 signaling (Wan et al. 2008, 

Gimenez-Ibanez et al. 2009).  

Receptor-like cytoplasmic kinases (RLCKs) are the direct targets of PRR 

complexes and further mediate downstream PTI signaling (Macho and Zipfel 2014). 

There are hundreds of RLCKs in Arabidopsis and several have been identified as being 

important for the PTI response (Lehti-Shiu et al. 2009). Some RLCKs mediate a response 

to several different MAMPs, and thus represent a convergent point in PTI signaling, 

while others appear to have specificity (Couto and Zipfel 2016). For example, 

BOTRYTIS-INDUCED KINASE 1 (BIK1) and PBS1-LIKE KINASEs (PBLs) are required 

for flg22, elf18, and chitin mediated responses (Couto and Zipfel 2016). On the other 

hand, PBL27 is specific to the chitin response and BSK1 is required for flg22 but not 

elf18-mediated immunity (Shi et al. 2013, Shinya et al. 2014) .   

Further PTI responses include an ROS burst which is preceded by a calcium 

burst (Couto and Zipfel 2016). ROS is an important signaling molecule which also 

possess anti-microbial properties (Saijo, Loo, and Yasuda 2018). Both ROS and calcium 

bursts appear to be dependent on the RLCKs (Couto and Zipfel 2016). RESPIRATORY 
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BURST OXIDASE HOMOLOGUE PROTEIN D (RBOHD) is the enzyme responsible for 

PRR-triggered ROS bursts which associates with the PRR complex and is 

phosphorylated (and thus activated) by the RLCKs BIK1 and PBLs upon MAMP 

elicitation (Li, Li, et al. 2014, Kadota et al. 2014).  

To produce the calcium burst the RLCKs BIK1 and PBL1 are required, though the 

identity of the calcium channels that produce this burst remain unknown (Couto and 

Zipfel 2016). Cytoplasmic calcium activates calcium-dependent protein kinases (CDPKs) 

which are important for transcriptional reprograming during PTI (Boudsocq et al. 2010, 

Dubiella et al. 2013). Interestingly, calcium helps activate RBOHD by binding to its EF-

hand motifs and facilitates CDPK-mediated phosphorylation of RBOHD (Ogasawara et 

al. 2008, Dubiella et al. 2013). Thus, there is a synergistic effect on RBOHD by both 

calcium (through direct binding and CDPKs) and phosphorylation by BIK1, and this 

requirement for two types of activators may help to maintain signal specificity (Kadota, 

Shirasu, and Zipfel 2015).  

The MAPKs (mitogen activated protein kinases) cascade is another signaling 

event that leads to transcriptional reprogramming during PTI. MAPK activation appears 

to be a distinct event after MAMP binding to PRR, as the aforementioned RLCKs or 

CDPKs are generally not found to be required (Couto and Zipfel 2016). There are two 

discrete MAPK cascades: the first starts with an unknown MAPKK‐kinase, targeting 

MKK4/MKK5 (MAPK kinases), which then activate MPK3/MPK6 (MAPKs); the second 
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starts with the MAPKK-kinase MAPKKK8 (MEKK1), targeting MKK1/MKK2 

(MAPKKs), which then target MPK4/MPK11 (MAPKs) (Meng and Zhang 2013). 

Substrates of these MAPKs include cyclin-dependent kinase Cs (CDKCs) as well as 

transcription factors (Meng and Zhang 2013). MAPKs are generally found to be 

activators of the PTI response, though they may induce negative regulators as part of a 

negative feedback loop to inactivate PTI (Couto and Zipfel 2016).  

Transcriptional reprogramming is a major downstream PTI output with ~1000 

genes induced upon MAMP treatment, which are largely shared among different 

MAMP elicitors (Li et al. 2016). Many PRRs and signaling components are among those 

transcriptionally upregulated (i.e. FLS2, BIK1, and MAPKs) suggesting a positive 

feedback loop (Li et al. 2016). Both general transcriptional machinery and specific 

transcription factors are regulated by PTI signaling. The carboxyl-terminal domain 

(CTD) of RNA polymerase II is phosphorylated by CDKCs upon MAMP treatment, and 

this phosphorylation is required for activating immune genes and mediating pathogen 

resistance (Li, Cheng, et al. 2014). Specific transcription factors involved in PTI include 

WRKY33 (targeted by MAPKs) and CBP60g (activated by calcium) (Li et al. 2016).  

Negative regulation of immunity is important to plant health as well, as too 

much or aberrant activation can have adverse effects. Negative regulators exist at many 

of the major signaling components discussed above, from PRR complexes to the 

transcriptional output (Couto and Zipfel 2016). PRRs are negatively regulated by 
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psuedokinases, such as BIR2, which inhibits PRR complex formation (Halter et al. 2014). 

As phosphorylation is important for activating many PTI signaling components, 

phosphatases are integral negative regulators (Couto and Zipfel 2016). For example, 

PRRs and MAPKs are negatively regulated by protein phosphatases type 2C (PP2Cs) 

(Holton et al. 2015, Schweighofer et al. 2007). At the transcriptional level WRKY TFs 

(activators of PTI) can be sequestered by VQ motif-containing proteins (VQPs, i.e. 

MKS1) and are released from this inhibitory complex upon MAMP elicitation (Qiu et al. 

2008). The transcriptional repressor ASR3 is responsible for downregulating expression 

of PTI genes (Li et al. 2015). Interestingly ASR3 binding activity is increased by MAMP 

induced MPK4 phosphorylation, suggesting a negative feedback mechanism for PTI 

signaling (Li et al. 2015). 

1.1.2 Effector-Triggered Susceptibility (ETS) and Effector-Triggered 
Immunity (ETI) 

To overcome the plant PTI defense response, pathogens have evolved effector 

molecules to suppress PTI and promote virulence, and this is known as effector-

triggered susceptibility (ETS) (De Vleesschauwer, Höfte, and Xu 2014). Effectors have 

been found to target and inhibit several integral PTI signaling components, such as PRRs 

and MAPKs (Macho and Zipfel 2015). Pathogens that successfully mount this program 

are considered “virulent”. 

To counteract these effectors, plants have evolved nucleotide-binding domain 

leucine-rich repeats (NLRs) proteins that can either directly or indirectly detect the 
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presence of the effectors (Jones and Dangl 2006). Indirect detection seems to be the 

predominant action of NLRs and has given rise to the “guard hypothesis”, where NLRs 

recognize (“guard”) integral host components (“gaurdees”) which are targeted by 

pathogen effectors (Couto and Zipfel 2016). Upon successful recognition, NLRs trigger 

an immune signaling response known as effector-triggered immunity (ETI) (Jones and 

Dangl 2006). Pathogens that produce effectors that are recognized by the plant host are 

known as “avirulent” as they trigger robust ETI in the plant host that severely limits 

their virulence. 

ETI shares many components with PTI, including ROS burst, calcium spikes, and 

MAPK activation (Tsuda and Katagiri 2010). Furthermore, the transcriptional output 

between ETI and PTI largely overlaps (Tao et al. 2003, Navarro et al. 2004). It is thought 

that the difference lies in the amplitude of the responses- ETI is stronger/longer lasting 

than PTI (Cui, Tsuda, and Parker 2015). Another major difference in ETI is the induction 

of cell death at the site of infection, known as the hypersensitive response (HR), which is 

thought to limit the spread of the pathogen as well as send systemic signals to induce 

systemic immunity (Spoel and Dong 2012). 

1.1.3 Systemic Acquired Resistance (SAR) 

Systemic acquired resistance (SAR) is an immune response that is induced by a 

local infection and provides broad-spectrum and long-lasting resistance to distal 
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uninfected tissues (Durrant and Dong 2004). SAR can also prime defense responses 

across generations (Luna et al. 2012).  

SAR is mediated by the defense hormone salicylic acid (from which aspirin was 

derived from) and treatment of plants with exogenous SA can induce SAR (Durrant and 

Dong 2004, Vlot, Dempsey, and Klessig 2009). SAR induces transcriptional 

reprogramming, with upregulation of pathogenesis-related (PR) genes along with ER 

associated genes that help with PR secretion (Fu and Dong 2013). Most of these 

transcriptional changes are mediated by the master regulator non-expresser of PR1 

(NPR1), which is a transcriptional co-activator (Wang, Amornsiripanitch, and Dong 

2006, Zhang et al. 1999, Cao et al. 1997). Additionally, the TL1-binding transcription 

factor 1 (TBF1) was found to induce the expression of ER associated genes, while 

repressing genes with chloroplast or growth-related activities (Pajerowska-Mukhtar et 

al. 2012).  

Salicylic acid is synthesized by isochorismate synthase 1 (ICS1) in response to 

pathogens (Wildermuth et al. 2001). Transcription of ICS1 is positively regulated by the 

transcription factors CBP60g and SARD1, while CBP60a acts a negative regulator 

(Seyfferth and Tsuda 2014). Members of the WRKY family of transcription factors, such 

as WRKY28 and WRKY46, are also positive regulators of ICS1 expression (van Verk, Bol, 

and Linthorst 2011). SA is perceived by the receptors NPR3/NPR4, which regulate NPR1 

stability to induce SAR target genes (Fu et al. 2012). NPR1 is thought to activate gene 
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expression by association with TGA transcription factors, which bind to the as-1 element 

in target gene promoters, such as in PR1 (Gatz 2013). Interestingly NPR1 suppressor 

screens identified DNA repair proteins, such as BRCA2A (BREAST CANCER 2A) and 

RAD51D as being required for SA-mediated transcription (Durrant, Wang, and Dong 

2007, Wang et al. 2010, Song et al. 2011).  

1.1.4 Epigenetic regulators of plant immunity 

Epigenetics is defined as a change in gene expression without change in DNA 

sequence, which can potentially be heritable (Goldberg, Allis, and Bernstein 2007). Major 

players in epigenetic regulation include DNA methylation and histone post-translational 

modifications, both of which have been found to regulate plant immunity (Chen et al. 

2017). DNA methylation was found to be dynamic upon SA or pathogen challenge, and 

mutants in the DNA methylation pathway resulted in increased bacterial resistance in 

Arabidopsis (Dowen et al. 2012). Both histone acetyltransferases (HATs) and deacytlases 

(HDACs) have been found to regulate plant defenses (Ramirez-Prado, Abulfaraj, et al. 

2018). The HDAC, HD2B, is directly phosphorylated by MAPK3 and is a positive 

regulator of plant immunity (Latrasse et al. 2017). Further underscoring the importance 

of epigenetic regulators, many pathogens target these components in the plant host to 

promote virulence (Ramirez-Prado, Piquerez, et al. 2018). 
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1.1.5 Post-transcriptional regulation of plant immunity 

Aside from transcriptional outputs, post-transcriptional control of plant 

immunity has emerged as an important process (Staiger et al. 2013). Nonsense-mediated 

decay components, such as UPF1 and UPF3, play a negative role in plant immunity, as  

mutants show enhanced resistance to Pst DC3000 along with elevated levels of SA and 

defense gene expression (Jeong et al. 2011). Plants with mutations in components 

required for mRNA export display susceptibility to microbial pathogens (Wiermer et al. 

2012, Pan, Liu, and Tang 2012). Alternative splicing and splicing factors are also 

important for plant immunity (Zhang and Gassmann 2003, 2007, Xu et al. 2012).     

Along with the post-transcriptional processes described above, the importance of 

translational control has been uncovered. Overall the correlation between mRNA levels 

and protein levels across the transcriptome is modest, thus highlighting the importance 

of translation in regulating gene expression (Roy and Arnim 2013). Studies using 

ribosome profiling, a technique used to measure translational output, found 

translational reprogramming of hundreds of genes upon both PTI and ETI inductions 

(Xu et al. 2017, Meteignier et al. 2017).  

A master regulator of plant immunity, TBF1, was found to be under translational 

control via the presence of upstream open reading frames (uORFs) and an R-motiff in its 

5’ UTR (Xu et al. 2017, Pajerowska-Mukhtar et al. 2012). The uORFs appeared to have an 

inhibitory effect on translation of the mORF of TBF1 and analysis of the uORFs’ 



 

11 

sequence composition revealed an enrichment of codons for aromatic amino acids 

(especially Phe) (Pajerowska-Mukhtar et al. 2012). Thus, it was proposed that Phe 

starvation could occur upon pathogen challenge which would allow translation 

initiation of TBF1 downstream of the uORFs. Then the GCN2-eIF2α pathway would be 

activated and help to mediate readthrough and translation of TBF1’s mORF. 

1.2 Introduction to GCN2 

GCN2 (general control nonderepressible 2) is a protein kinase that 

phosphorylates eIF2α (creating eIF2α-P), which in turn causes global translational arrest 

with translational readthrough of mORFs in certain transcripts, such as GCN4 (Roussou, 

Thireos, and Hauge 1988). GCN2 is conserved in almost all eukaryotes, from yeast to 

humans, as well as in plants (Castilho et al. 2014). GCN2 has been found to be important 

for a variety of biological processes in diverse organisms, such as oxidative stress, 

immunity, development, and metabolism (Chaveroux et al. 2011, Liu, Huang, et al. 2014, 

Malzer et al. 2013, Guo and Cavener 2007). 

As mentioned in the previous section, GCN2 was proposed to regulate the plant 

immune response through TBF1. TBF1 was found to be under the control of uORFs, 

which were found to be derepressed upon pathogen challenge to allow translation of the 

mORF (Pajerowska-Mukhtar et al. 2012). Analysis of the uORF sequence revealed an 

enrichment of aromatic amino acids such as phenylalanine (Phe) (Pajerowska-Mukhtar 

et al. 2012). Thus, it was proposed that pathogen challenge would induce starvation of 
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aromatic amino acids, which was observed indirectly by an accumulation of uncharged 

tRNAPhe (Pajerowska-Mukhtar et al. 2012). The accumulation of uncharged tRNAs 

would then trigger phosphorylation of eIF2α, which was also observed upon pathogen 

challenge (Pajerowska-Mukhtar et al. 2012). Ultimately, this would allow readthrough of 

uORFs and translation of TBF1 mORF. GCN2 was proposed to be the kinase that 

mediates phosphorylation of eIF2α during the defense response, analogous to the 

regulation of GCN4 translation upon amino acid starvation in yeast (Pajerowska-

Mukhtar et al. 2012). Consistent with this hypothesis, the GCN2-eIF2α pathway was 

found to be important for mediating plant stress responses, such as herbicide treatment 

and amino acid starvation (Lageix et al. 2008). However, whether this pathway is 

involved in plant defense against pathogen challenge has not been tested before my 

study. 

1.3 Introduction to the m6A RNA modification  

There are over 100 chemical modifications that occur on RNA (Zhao, Roundtree, 

and He 2016). N6-methyladenosine (m6A) is the most abundant internal mRNA 

modification in eukaryotes (Knuckles and Bühler 2018). m6A was first discovered in the 

1970s, but it has recently gained renewed interest, due to the development of sequencing 

technologies (m6A-seq) that can map the m6A modification and the discovery of the 

demethylase FTO (Jia et al. 2011, Dominissini et al. 2013) The m6A modification occurs 

on a consensus motif, RRACH, which is conserved across eukaryotic species (Meyer and 
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Jaffrey 2014). m6A is deposited on transcripts by “writers” (methyltransferase complex 

components), removed by “erasers” (demethylases), and recognized by “readers” 

(proteins that bind m6A). The m6A modification has been implicated in many facets of 

RNA metabolism and diverse biological processes.  

1.3.1: m6A writers, readers, and erasers and effects on RNA 
metabolism and biological processes 

The m6A modification is deposited co-transcriptionally on RNAs in the nucleus 

by a multi-component methyltransferase complex (Knuckles and Bühler 2018). The 

catalytic component of the complex is METTL3 (MTA in Arabidopsis) which forms a 

dimer with METTL14 (MTB in Arabidopsis) (Bokar et al. 1997, Liu, Yue, et al. 2014, Zhong 

et al. 2008, Růžička et al. 2017). METTL14 does not have catalytic activity, but helps the 

writer complex bind to RNA (Śledź and Jinek 2016). WTAP (FIP37 in Arabidopsis) serves 

as a scaffold for the methyltransferase complex and WTAP knock-down results in 

significant depletion of m6A globally (Ping et al. 2014, Růžička et al. 2017). Other 

members of the complex include VIRMA, RBM15, Hakai, and Zc3h13 (Knuckles and 

Bühler 2018).  

Writers that have been well characterized in Arabidopsis include MTA and FIP37. 

Studies of writers in plants have revealed functions of m6A in development and stress 

response (salt stress), and in regulating the stability of transcripts (Shen et al. 2016, 

Anderson et al. 2018). Complete null mutants of plant writers are embryonic lethal (Bhat 

et al. 2018). Partial knockouts of FIP37 in Arabidopsis revealed a role for this m6A writer 
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in mediating development of the shoot apical meristem (SAM) with increased stability 

of key SAM development gene transcripts in the fip37 mutant. Transcripts of these genes 

were m6A modified in wild type plants, and their m6A levels were diminished in the 

fip37 writer mutant (Shen et al. 2016). Thus, m6A may cause destabilization of certain 

transcripts. A more global analysis of m6A modified transcripts, however, found that 

m6A generally causes increased stability of transcripts (Anderson et al. 2018). Upon salt 

stress m6A was deposited on stress-specific transcripts, which resulted in their 

stabilization (Anderson et al. 2018).  

Two studies have found that m6A methyltransferase components contain post-

translation modifications (PTMs) that could regulate their function. The first study 

examined phosphorylation of human METTL3 and METTL14 using mass spectrometry 

(Scholler et al. 2018). METTL3 was found to have a total of eight phosphorylation sites 

with varying levels of conservation. Despite fairly high conservation in most of these 

residues, mutating them to glutamate (E, phospho-mimic) or alanine (A, phosho-dead) 

did not affect METTL3’s activity, localization, or interaction with METTL14/WTAP. 

METTL14 was also found to be phosphorylated at S399, which is conserved among 

vertebrates as well as D. melanogaster. Like METTL3, mutating S399 in METTL14 to E/A 

did not affect METTL14 interactions or activity of the METTL3/METTL14 heterodimer. 

Although these results suggest that these phosphorylation sites may be non-functional, 
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the authors note that they could be important for specific physiological conditions not 

tested in the study.   

Along with phosphorylation, the SUMOylation status of human METTL3 has 

also been studied (Du et al. 2018). SUMOylation is a post-translational modification 

process that attaches the small-ubiquitin-like modifier protein (SUMO) to proteins at 

specific lysine residues (Hay 2005). METTL3 is SUMOylated at four major sites: K177, 

K211, K212, and K215, which are highly conserved among species (Du et al. 2018). 

SUMOylation of METTL3 inhibited its methyltransferase activity, but did not affect its 

stability, localization, or interaction with its known partners (METTL14, WTAP, CBP80, 

eIF4E, eIF3B) (Du et al. 2018). METTL14 was not found to be SUMOylated, and other 

methyltransferase complex components were not examined (Du et al. 2018). 

Currently, it remains to be seen whether other methyltransferase complex 

components have PTMs, and what their functions may be under different physiological 

or stress conditions. Additionally, studies of writer PTMs in non-human species 

(including plants) have not been undertaken.  

There are several m6A binding proteins or m6A “readers” that can influence the 

fate of m6A containing mRNAs. These reader proteins have been found to be localized in 

different cellular compartments and cause different fates for mRNAs: translation, 

degradation, splicing, and nuclear export. The major m6A reader proteins are YTH 

(YT521-B homology) domain containing proteins, which have a conserved YTH domain 
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of aromatic amino acids responsible for binding m6A (Patil, Pickering, and Jaffrey 2018). 

Primarily m6A readers have been studied in mammalian systems although reader 

proteins (ECT family) have been uncovered in plants.  

Cytoplasmic readers that have been found to increase translation include 

YTHDF1, YTHDF3, EIF3, and METTL3. YTHDF1 was found to have an effect of 

increasing translation of m6A target transcripts by associating with translational 

initiation factors and ribosomal subunits (Wang et al. 2015). m6A was also found to 

promote cap-independent translation by directly binding to the initiation factor EIF3 

when present in the 5’ UTR of transcripts (Meyer et al. 2015). Stresses such as heat shock 

have been found to increase distribution of m6A to the 5’UTR and thus promote cap-

independent translation of transcripts (Zhou et al. 2015, Meyer et al. 2015). The related 

reader YTHDF3 synergizes with YTHDF1 by potentiating YTHDF1 binding to target 

RNAs and thus promoting their translation (Shi et al. 2017). Interestingly, although 

METTL3 was initially found to be a nuclear localized writer, it has also been found in 

the cytoplasm where it can promote translation of m6A target transcripts independent of 

its catalytic activity (Lin et al. 2016). METTL3 achieves enhanced translation of targets 

through mRNA circularization and association with translational initiation factors (Choe 

et al. 2018, Lin et al. 2016).    

Cytoplasmic readers that increase decay of targets include YTHDF2, YTHDF3, 

and YTHDC2. RNA half-life profiling of YTHDF2-knockdown cells revealed increased 
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stabilization of RNAs compared to the control, and the majority of these RNAs were 

direct targets of YTHDF2 (Wang et al. 2013). Furthermore, YTHDF2 co-localizes with 

markers of P-bodies (DCP1a, GW182, and DDX6) where degradation of RNAs occurs in 

the cytoplasm (Wang et al. 2013). A subsequent study found that YTHDF2 recruits the 

CCR4-NOT deadenylase to m6A containing transcripts to promote their deadenylation 

and degradation (Du et al. 2016). Similar to the synergistic effect on YTHDF1, YTHDF3 

has been found to promote YTHDF2’s effect on decay of target RNAs (Shi et al. 2017). 

YTHDC2 is an RNA helicase found to be essential for meiosis in mice (Knuckles and 

Bühler 2018). YTHDC2 likely promotes RNA degradation, as Ythdc2 knockout testes had 

upregulated m6A-containing transcripts and a top binding partner of YTHDC2 is the 5’-

3’ exoribonuclease XRN1 (Wojtas et al. 2017).  

YTHDC1 is the nuclear localized m6A reader protein, and has been found to have 

functions in splicing and nuclear export of m6A containing mRNAs (Knuckles and 

Buhler 2018). YTHDC1 promotes exon inclusion of target mRNAs through recruitment 

of splicing factor 3 (SRSF3) (Xiao et al. 2016). YTHDC1 also mediates nuclear export of 

mRNAs by facilitating their binding to the export factors SRSF3 and NXF1 (Roundtree et 

al. 2017).  

Thirteen proteins with YTH domains have been found in Arabidopsis (Li, Zhang, 

et al. 2014). Among these members, ECT2 was initially selected for further study as it is 

more highly and ubiquitously expressed than the other candidate readers (Wei et al. 
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2018). ECT2 binding to m6A transcripts was confirmed with RNA immunoprecipitation 

(RIP) methods, and binding was dependent on a functional YTH domain (Wei et al. 

2018). The ect2 plants were found to have abnormal trichomes, which could be 

complemented by wild-type ECT2, but not ECT2 containing mutations in the m6A 

binding site (Wei et al. 2018). A novel protein RNA-binding assay, FA-CLIP 

(formaldehyde cross-linking and immunoprecipitation), revealed ECT2 targets as mostly 

mRNAs with an m6A enrichment in the 3’UTR (Wei et al. 2018). ECT2 has a role in m6A-

mediated stability, as ECT2 was found to bind to trichome morphogenesis related 

transcripts with m6A modifications and ect2 plants have accelerated degradation of these 

transcripts (Wei et al. 2018). 

Along with ECT2, ECT3 was also found to be an m6A reader with functions in 

Arabidopsis leaf development and trichome morphology (Arribas-Hernández et al. 2018). 

The developmental phenotype of ect2/ect3 is exacerbated by mutation of the ECT4 reader 

gene in the ect2/ect3/ect4 triple mutant which has a morphology similar to that of m6A-

writer depleted plants (Arribas-Hernández et al. 2018). Thus, redundancy exists among 

these reader members. These ECT members may also be involved in mediating stress 

responses, as ECT2 and ECT4 were found to localize to cytoplasmic foci upon osmotic 

stress in the root (Arribas-Hernández et al. 2018).  

Along with the writers and readers, there are “eraser” proteins (demethylases). 

There are two demethylases identified in mammals, FTO and ALKBH5, both of which 
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belong to the Fe(II)/α‐KG‐dependent dioxygenase superfamily (Liu and Pan 2016). 

GWAS studies uncovered FTO as the first body-mass index-associated gene (Scuteri et 

al. 2007, Frayling et al. 2007). FTO-deficient mice have decreased adipose tissue and are 

protected from obesity, while overexpression of FTO in mice results in increased obesity 

(Fischer et al. 2009, Church et al. 2010). FTO was found to demethylate m6A to 

unmodified A, and this occurs in the nucleus, as FTO was found to be localized to 

nuclear speckles (Jia et al. 2011). A subsequent study found that FTO may preferentially 

demethylate m6Am over m6A, as it has a greater catalytic efficiency towards m6Am 

(Mauer et al. 2016). 

ALKBH5 is the second mammalian demethylase discovered, and like FTO, it is 

localized in nuclear speckles (Zheng et al. 2013). Alkbh5 is strongly expressed in the testes 

and ALKBH5 deficient mice have defects in spermatogenesis (Zheng et al. 2013). ALKBH5 

knockdown in human cells results in accelerated nuclear export of mRNA (its major 

substrate) and an increased rate of nascent RNA synthesis (Zheng et al. 2013). ALKBH5 

was also found to play a role promoting the hypoxia induced breast cancer stem cell 

(BCSC) phenotype (Zhang et al. 2016). Exposure of breast cells to hypoxia results in 

ALKBH5-mediated m6A demethylation and stabilization of NANOG mRNA (a 

pluripotency factor) which induces the BCSC phenotype (Zhang et al. 2016).  

The Arabidopsis genome contains 13 AlkB family members (atALKBH1-10B) 

(Mielecki et al. 2012). Two have been functionally characterized as bona-fide 
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demethylases: ALKBH9B and ALKBH10B. ALKBH9B, localized in the cytoplasm, has 

been found to positively regulate alfalfa mosaic virus (AMV) infection of Arabidopsis 

plants (Martinez-Perez et al. 2017). ALKBH9B interacts with AMV genomic RNA, and 

there are increased levels of m6A in AMV genomic RNA from alkbh9b plants, which have 

decreased levels of AMV infection compared to wild-type plants (Martinez-Perez et al. 

2017).  

ALKBH10B plays a role in regulating flowering time by targeting FT, SPL3, and 

SPL9 which are positive regulators of flowering (Duan et al. 2017). The alkbh10b plants 

have a delayed flowering phenotype, and this is associated with increased m6A and 

decreased stability of these regulators (Duan et al. 2017). Aside from floral transition and 

AMV viral infection, it remains to be seen what other biological processes plant 

demethylases might be involved with or if other AlkB family members are m6A 

demethylases.   

1.3.2 m6A-seq method overview: 

The m6A-seq method is a significant improvement over previous m6A detection 

technologies which involved laborious biochemical techniques at low throughput 

(Dominissini et al. 2013). The m6A-seq method is capable of providing a global, 

transcriptome wide overview of m6A sites within transcripts at relatively high 

resolution. It utilizes immunoprecipitation with an m6A-specific antibody and is 

analogous to the ChIP-seq method. An mRNA pool is first fragmented (~200bp) and 
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then separated into two aliquots, an input and an IP portion. The IP aliquot is subjected 

to immunoprecipitation with the anti-m6A antibody while the input remains unchanged. 

These two pools are then subjected to high-throughput RNA-seq and input vs IP reads 

are compared to identify regions of enrichment which correspond to m6A sites. 

Although m6A-seq is a significant improvement over older techniques, it still has some 

limitations. Due to the reliance of fragmentation, it is does not reveal m6A sites at single 

base pair resolution and the stoichiometry of a particular m6A site within a specific 

transcript is lost (Dominissini et al. 2013). Overall, m6A-seq is an established method to 

map m6A throughout the transcriptome and has been used in a variety of species and 

physiological conditions. 

1.4 Dissertation outline: 

Plant immunity helps protect plants from microbial pathogens, but it must be 

tightly regulated as it is a costly process that can have detrimental effects. Multiple 

layers of regulation of the plant immune system have been explored, but less is known 

about post-transcriptional regulation.  

Chapter 2 explores the potential role of GCN2 in regulating the plant immune 

response. It was previously proposed that the GCN2-eIF2α pathway could regulate the 

plant immune system through post-transcriptional (translational) control of the master 

immune regulator TBF1. To explore this, gcn2 mutant plants were utilized and eIF2α 
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phosphorylation assays undertaken upon pathogen challenge. Furthermore, a bacterial 

infection assay was performed to explore the role of GCN2 in plant immunity. 

Chapter 3 explores the role of the post-transcriptional RNA modification m6A in 

regulating plant immunity. Other layers of gene expression important for mediating 

plant defense are regulated by chemical modifications, such as DNA methylation and 

post-translational modifications of proteins. Therefore, it makes sense that RNA 

modifications (m6A here) could also play an important regulatory role. As a first step, 

the requirement of m6A in mediating the defense response was explored using m6A 

deficient plant lines and bacterial infection assays. Next, pathogen induced dynamics of 

the m6A modification across the transcriptome was uncovered using the m6A-seq 

technique. Overall this chapter sought to establish an integral and dynamic role for m6A 

in plant immunity. 

Chapter 4 concludes and offers future research directions based on the results 

described in Chapters 2 and 3.  
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2. GCN2 mediates pathogen induced eIF2α 
phosphorylation but is not required for plant immunity 
against Psm 

Parts of this chapter (Figure 1b) were modified from: Xu, G., et al. (2017). "Global 

translational reprogramming is a fundamental layer of immune regulation in plants." 

Nature 545(7655): 487-490.  Figure 1 was produced in collaboration with Dr. Guoyong 

Xu.  

2.1 Introduction 

As discussed in Chapter 1, it is proposed that upon pathogen challenge, GCN2 

would phosphorylate eIF2α to produce eIF2α-P. This would in turn inhibit global 

translation and allow ribosomal readthrough of TBF1’s uORFs to TBF1’s mORF, 

allowing for TBF1 translation. TBF1 expression would thus mediate the growth to 

defense transition. In this chapter, I tested this hypothesis by looking at whether eIF2α is 

phosphorylated in gcn2 knockout mutant plants upon pathogen challenge. I also tested 

the bacterial growth phenotype of gcn2 plants upon Psm infection. If GCN2 mediates the 

defense response through TBF1, it would be expected that gcn2 plants would have a 

susceptibility phenotype, as do tbf1 plants. 
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2.2 Results 

2.2.1 eIF2α-P phosphorylation is induced by Psm avrRpt2 and elf18 in 
a GCN2-dependent manner 

 

Figure 1: GCN2 is required for pathogen induced eIF2α phosphorylation  (Done in 
collaboartion with Dr. Guoyong Xu, b is modified from “Gu et al 2017”) a, 
Phosphorylated eIF2α was detected using a phospho-specific antibody in protein 
extracts from WT and gcn2 plants collected after a 2 hour infiltration with Psm avrRpt2 
(OD600nm = 0.02). Ponceau S was used to confirm equal loading of protein. b, 
Phosphorylated eIF2α was detected using a phospho-specific antibody in protein 
extracts from WT and gcn2 seedlings after treatment with 1uM elf18 at the indicated 
timepoints. CBB was used to confirm equal loading. Experiments were repeated at least 
twice with similar results. 

A previous study found that phosphorylated eIF2α (eIF2α-P) was induced by 

Psm avrRpt2 (Pajerowska-Mukhtar et al. 2012). To test whether GCN2 is the kinase 

responsible for this eIF2α phosphorylation, an eIF2α-P western blot was done on Psm 

avrRpt2-treated WT and gcn2 plant samples. I found that eIF2α-P was induced in WT as 

previously shown, but completely abolished in the gcn2 mutant (Figure 1a). Like Psm 

avrRpt2, the MAMP signal, elf18, was shown to induce translation of TBF1, which then 

mediates the PTI response (Xu et al. 2017). Therefore, elf18 treatment was also tested for 

a b

Ponceau S

phos-eiF2α

50 kD

37 kD

Psm (AvrRpt2)

WT gcn2
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eIF2α-P in both WT and gcn2 plants. I observed eIF2α-P in WT, but not gcn2 plants, 

indicating that GCN2 mediates eIF2α-P in response to both Psm avrRpt2-induced ETI 

and elf18-induced PTI (Figure 1b).  

Interestingly, the elf18 receptor mutant, efr-1, still has residual phosphorylation, 

suggesting that elf18 induced eIF2α-P is not completely dependent on the receptor 

(figure 1b). This phosphorylation is likely due to the flooding stress the seedlings 

undergo during this assay. 

These results suggest that GCN2 is the kinase that phosphorylates eIF2α in 

response to pathogen challenge, which could then mediate the translation of TBF1 and 

promote the defense response. 

2.2.2 GCN2 is not required for defense against Psm 

To test if GCN2 is required for the defense response, a bacterial infection assay 

was done with Pseudomonas syringae pv. maculicola ES4326 (Psm) on WT and gcn2 plants. 

The tbf1 mutant was previously shown to be susceptible with a higher level of bacterial 

growth as compared to WT plants. Thus, gcn2 plants would be expected to have the 

same susceptibility phenotype if GCN2 promotes expression of TBF1. However, gcn2 

plants were found to have similar levels of bacterial growth compared to WT while the 

master immune regulator mutant, npr1, showed significantly enhanced disease 

susceptibility (Figure 2). This suggests that gcn2 does not mediate TBF1 
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translation/expression nor is involved in the defense response even though it completely 

blocks eIF2α-P.  

 

Figure 2: Psm bacterial growth assay of gcn2 plants Leaves of 3.5-week-old WT, gcn2, 
and npr1-2 plants were infiltrated with Psm (OD600nm = 0.0001). After 3 days bacterial 
growth was quantified. Error bars represent 95% confidence intervals (n=8). Statistical 
analysis was performed using Bonferroni post hoc test, ***p < 0.0005. Experiement 
repeated three times with similar results. 

2.3 Discussion  

The work in this chapter uncovered GCN2 as the kinase required for pathogen 

(Psm avrRpt2 and the MAMP elf18) induced eIF2α-P. Despite this finding, GCN2 is not 

likely to regulate TBF1, as GCN2 is dispensable for bacterial disease resistance. GCN2 

was also tested for the elf18-induced PTI response in another study (Xu et al. 2017) that 

found it not to be essential. The Xu et al. study also found that GCN2 is likely not 

required for mediating TBF1 translation, because a TBF1 translational reporter in 

Arabidopsis was still induced by elf18 (MAMP) treatment when crossed into the gcn2 

background (Xu et al. 2017). This translational reporter consists of a 35s promoter 

driving expression of TBF1’s exon 1 fused to the luciferase gene. Thus, expression of 
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luciferase is controlled at the translational level by the 5’UTR elements within the first 

exon of TBF1. Collectively these results suggest that a GCN2-eIF2α-P pathway is not 

involved in regulating TBF1 or plant immunity.  

Novel translational regulators of TBF1 may be revealed by an EMS mutant 

screen performed in Dr. Dong’s lab using the aforementioned plant line containing the 

TBF1 translational reporter. Here upon immune induction, mutants that have altered 

translation of the reporter (that is altered luciferase signal in comparison to controls) 

would be followed up as candidate genes that regulate TBF1 translational expression. 

This is currently being undertaken by other members of the Dong lab.  

2.4: Materials and Methods 

2.4.1: Arabidopsis growth conditions 

Plants were grown on soil (Metro Mix 360) under 12/12-h light/dark cycles at 

22 °C with 55% relative humidity. Wildtype (WT) plants are the Columbia accession and 

the gcn2 mutant is GABI_862B02 (also in Columbia accession, from the Arabidopsis 

Biological Resource Center).  

2.4.2: Bacterial infection assays 

Leaves from 3.5-week-old soil grown plants were infiltrated with Psm (OD600 nm = 

0.0001). Three days later, bacterial growth was scored. 
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2.4.3: Detection of eIF2α-P through western blotting 

Leaves of 3.5-week-old soil grown plants were infiltrated with Psm avrRpt2 

(OD600 nm = 0.02) for 2 hours. Leaf tissue was ground in extraction buffer (10 mM HEPES 

pH 7.7, 2 mM EDTA, 150 mM NaCl, 10 mM MgCl2, 0.3% Triton X-100, 0.1 mM MG115) 

supplemented with Protease Inhibitor Cocktail (SIGMA-ALDRICH, P9599) and 1X 

PhosSTOP (Roche). The primary antibody was anti-phospho-eIF2α antibody (pS51; 

Epitomics, 1:1000 ON at 4°C) and the secondary antibody was goat anti-rabbit IgG 

(BioRad, #170-6515, 1:4000 1 hr at room temperature). For elf18 treatment, 12-day-old 

seedlings were grown on MS agar plates and flooded with 1 μM elf18 solution for the 

indicated timepoints. The tissue was then processed as described for Psm avrRpt2 treated 

plants.  
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3. The m6A RNA modification is required for plant 
immunity and is dynamic in mRNAs upon immune 
induction 

Results from this chapter were done in collaboration with Dr. Guoyong Xu, Dr. 

Tianyuan Chen, Scott Zhang, Dr. Sargis Karapetyan, and George Greene.  

3.1: Introduction 

As discussed in chapter 1, m6A methylation is an important post-transcriptional 

regulator of gene expression in a variety of biological processes and stress responses. 

Here instead of focusing on post-transcriptional (translational) regulation of a single 

master immune regulator TBF1 (Chapter 2), I sought uncover the global impact of m6A 

throughout the transcriptome in different plant immune responses. To achieve this, I 

utilized m6A deficient plant lines and found a broadly integral requirement for this 

modification in plant defense. The m6A-seq method was used on purified mRNA from 

salicylic acid (SA)- and elf18-treated plants to uncover transcriptome-wide methylation 

dynamics upon immune inductions.  

3.2: Results 

3.2.2: Arabidopsis lines deficient in m6A are defective in plant 
immunity 

To elucidate the role of the m6A methylation machinery in promoting the defense 

response, I used a dexamethasone (DEX) inducible siRNA silencing line against MTA, 

which was found to induce a greater than 50% reduction in the target transcript levels 
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(generated in collaboration with Dr. Guoyong Xu). Two independent lines were 

generated. In addition to the inducible siRNA silencing MTA line, the methyltransferase 

scaffold gene FIP37 mutant, fip37-4, was also used. This mutant is a T-DNA insertion 

line that is a viable hypomorphic mutant of FIP37, in which the FIP37 transcript levels 

are reduced to ~10% and methylation in mRNA is reduced to ~11% of wild-type levels 

(Růžička et al. 2017). The fip37 mutants also have developmental defects including over 

proliferation of the SAM (Shen et al. 2016). Transformation of the fip37-4 line with the 

wild-type genomic FIP37 locus fused with GFP (fip37-4 gFIP37-GFP) rescued these 

defects (Shen et al. 2016). I hypothesized that as m6A is important for meditating stress 

responses in a variety of organisms, it would be integral for plant defense against 

pathogens.  

To uncover the role of m6A in plant immunity, I utilized the bacterial infection 

assay to examine the pathogen growth phenotype of these writer deficient lines with the 

virulent bacterial plant pathogen Pseudomonas syringae pv. maculicola ES4326 (Psm). This 

assay revealed highly significant levels of increased bacterial growth (susceptibility) in 

both fip37-4 and MTA silencing lines (siMTA1,2) as compared to wild-type or silencing 

control (Ctrl is a DEX inducible GFP line) (Figure 3a,b). As a positive control, the null 

mutant of the master immune regulator NPR1 showed high levels of bacterial growth as 

expected (Figure 3a,b). Importantly, the susceptibility observed in the m6A-deficient 

lines was abolished in the complemented fip37-4 gFIP37-GFP line (Figure 3a) and in the 
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absence of DEX treatment for siMTA1,2 lines (Figure 3b). This suggests that m6A is a 

positive regulator of basal immunity, which includes PTI and SA-mediated pathways.   

 

Figure 3: Psm bacterial growth assay of m6A deficient plant lines  a, Leaves of 3.5-
week-old WT, fip37-4, fip37-4 gFIP37-GFP, and npr1-2 plants were infiltrated with Psm 
(OD600nm = 0.0001). Baterial growth was quantified at day 0 and day 3. Error bars 
represent 95% confidence intervals (n=4 for day 0, n=8 for day 3). Statistical analysis was 
performed using Bonferroni post hoc test, ***p < 0.0005. b, 3.5-week-old plants of each of 
the indicated genotypes were pretreated with mock (-DEX) or 50uM DEX (+DEX). 1 day 
later, plants were infected with Psm (OD600nm = 0.0001) and after 3 days bacterial growth 
was quantified. Error bars represent 95% confidence intervals (n=8) Statistical analysis 
was performed using Bonferroni post hoc test, ***p < 0.0005. Ctrl is the GVG vector 
expressing GFP. Experiements were repeated three times with similar results. 

To further delineate the level within plant immunity that m6A is involved with, a 

PTI assay was undertaken. This involves an alteration of the above mentioned Psm 

infection assay. Prior to infection with Psm, plant leaf tissue is pre-treated with a MAMP 

(elf18 here) thus activating PTI signaling. These pretreated plants are consequently 

resistant to infection and have reduced levels of bacterial growth in comparison to 

mock-treated plants. If a plant line has deficient PTI signaling, then the protection 
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offered by the MAMP pre-treatment will be reduced in comparison to WT control 

plants.  

 

Figure 4: PTI bacterial growth assay of m6A deficient plant lines  a, Leaves of 3.5-
week-old WT, fip37-4, fip37-4 gFIP37-GFP, and efr-1 plants were infiltrated with mock 
(dH2O) or 1uM elf18. 1 day later, the same leaves were infiltrated with Psm (OD600nm = 
0.001). After 2 days, bacterial growth was quantified. Error bars represent 95% 
confidence intervals (n=8). Statistical analysis was performed using Bonferroni post hoc 
test, ***p < 0.0005. b, 3.5-week-old plants of each of the indicated genotypes were 
pretreated with -DEX (mock) or +DEX (50uM DEX). 1 day later leaves were infiltrated 
with mock (dH2O) or 1uM elf18. 1 additional day later, the same leaves were infiltrated 
with Psm (OD600nm = 0.001). After 2 days bacterial growth was quantified. Error bars 
represent 95% confidence intervals (n=8). Statistical analysis was performed using 
Bonferroni post hoc test, ***p < 0.0005. Ctrl is the GVG vector expressing the GFP 
cassette. Experiments repeated three times with similar results. 

This PTI assay was utilized to test the m6A-deficent plant lines for their impact 

on PTI. el18 was used as the MAMP, as it was previously found to globally affect 

transcripts at the post-transcriptional (translational) level (Xu et al. 2017). I found that 

the methylation deficient lines all showed significantly reduced protection in 

comparison to WT or the silencing controls (Ctrl and -DEX) (Figure 4a,b). The efr-1 

mutant containing a defective elf18 receptor was insensitive to induction as expected 

(Figure 4a,b). Again, the fip37-4 gFIP37-GFP complemented line rescued this defective 
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phenotype from fip37-4 (Figure 4a). These results suggest that elf18-mediated PTI 

signaling is defective in these m6A-deficient lines, and thus m6A plays a positive role in 

PTI. 

 

Figure 5: Pst hrcC- bacterial growth assay of m6A deficient plant lines  a, Leaves of 3.5-
week-old WT, fip37-4, fip37-4 gFIP37-GFP, plants were infiltrated with Psm (OD600nm = 
0.01). Bacterial growth was quantified at day 0 and 3 days post inoculation. Error bars 
represent 95% confidence intervals (n=4 at day 0, n=8 at day 3). Statistical analysis was 
performed using Bonferroni post hoc test, ***p < 0.0005. b, 3.5-week-old plants of each of 
the indicated genotypes were pretreated with mock (-DEX) or 50uM DEX (+DEX). 1 day 
later plants were infected with Pst hrcC- (OD600nm = 0.01) and after 3 days, bacterial 
growth was quantified. Error bars represent 95% confidence intervals (n=8). Statistical 
analysis was performed using Bonferroni post hoc test, ***p < 0.0005. Ctrl is the GVG 
vector expressing the GFP cassette. Experiments were repeated three times with similar 
results. 

To further confirm the role of m6A in PTI, the Pst hrcC- strain was used. This is a 

Pseudomonas strain that is defective in the type III secretion system and thus the 

contribution to the host response is solely by MAMPs. My bacterial infiltration assays 

with Pst hrcC- revealed significantly increased susceptibility in the m6A deficient lines as 

compared with the WT and complemented fip37-4 gFIP37-GFP lines as well as the 
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silencing controls (Ctrl, -DEX) (Figure 5a,b). This indicates that m6A deficient lines have 

a broad defect in PTI, which is not restricted to that induced by elf18, and further 

supports a positive role for m6A modification in this immune response. 

To understand the stage of PTI signaling that was affected in m6A deficient 

plants, MAPK phosphorylation of MAPK3/6 was examined upon elf18 treatment in the 

fip37-4 mutant. MAPK3/6 phosphorylation is an early PTI signaling event, just 

downstream of PRR elicitation (Couto and Zipfel 2016).  Compared to WT, fip37-4 had 

similar activation of MAPK3/6 phosphorylation, though this appeared to persist more 

strongly at the later 60-minute timepoint (Figure 6). This indicates that the PTI defect 

caused by m6A deficiency lies downstream of MAPK3/6 phosphorylation.  

 

Figure 6: MAPK phosphorylation in fip37-4 upon elf18 treatment  WT, fip37-4, and efr-
1 seedlings were treated with 1uM elf18 and collected at the indicated timepoints. 
MAPK activation (phosphorylation) was detected using the MAPK phospho-specific 
antibody. Staining with CBB was done to confirm equal loading of proteins. This 
experiment was repeated twice with similar results. 

Next, the salicylic acid (SA) mediated immune response was examined in fip37-4. 

A modified version of the bacterial infection assay was used, with pre-treatment of 

plants with SA followed by Psm inoculation. Here SA-pretreated plants have activation 

of the SA signaling pathway and thus have increased resistance to subsequent Psm 
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infection vs the mock pre-treated plants. Plants with defective SA signaling (such as 

npr1) will have significantly more bacterial growth in the SA treated plants. In this 

experiment, I observed that fip37-4 plants showed significantly reduced protection 

relative to WT or the complemented fip37-4 gFIP37-GFP line and thus SA-mediating 

signaling is abrogated (Figure 7).  

 

Figure 7: SA-mediated bacterial growth assay of fip37-4 Leaves of 3.5-week-old WT, 
fip37-4, fip37-4 gFIP37-GFP, and npr1-2 plants were sprayed with mock (dH2O) or SA 
(1mM). 1 day later the leaves were infiltrated with Psm (OD600nm = 0.001). After 2 days, 
bacterial growth was quantified. Error bars represent 95% confidence intervals (n=8). 
Statistical analysis was performed using Bonferroni post hoc test, ***p < 0.0005. This 
experiment was repeated three times with similar results. 

This SA-mediated resistance assay should also be repeated with the siMTA lines 

to further confirm the role of m6A in mediating this response. As SA is the major 

mediator of systemic acquired resistance (SAR), it would be interesting to see whether 

biological SAR (that is pre-treatment with a pathogen, followed by systemic treatment 
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with Psm) is affected. Also, whether m6A is important for cross-generational SAR, such a 

seen with DNA methylation and histone acetylation, is another open question (Luna et 

al. 2012).  

To understand whether the requirement of m6A in defense is specific to Psm or 

could be more broadly required, infection with Hyaloperonospora arabidopsidis (Hpa) 

Noco2 was undertaken. Hpa is a natural biotrophic pathogen of Arabidopsis, and is an 

oomycte, a fungus-like organism (Coates and Beynon 2010). In comparison to WT, fip37-

4 plants had significantly more conidiospores (the offspring of Hpa produced upon a 

successful infection) (Figure 8). Thus, m6A appears to be broadly required for defense 

against multiple pathogens, aside from Psm.  

 

Figure 8: fip37-4 infection wth Hpa Noco2  (Done in collaboration with Dr. Sargis 
Karapetyan) Condiospore count at 7 dpi by Hpa Noco2 (n=12). Error bars 95% 
confidence interval. The mann-whitney test was used for stastical analysis. This 
experiement was repeated three times with similar results. 
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3.2.3: Arabidopsis m6A reader and eraser proteins do not appear to 
be involved in plant immunity 

As methyltransferase components appear to be essential for a robust immune 

response, it stands to reason that other m6A related proteins, namely the readers and 

erasers, may also play a role. Reader mutants would be expected to have a susceptibility 

phenotype like the writer mutants, as readers are mediators of the m6A mRNA 

modification. Since m6A deficient plants have a susceptibility phenotype, I hypothesized 

that eraser mutant plants (m6A hypermethylated) would have the opposite, resistant 

phenotype. 

To elucidate the role of readers, mutant T-DNA lines of ECTs were tested with 

the Psm bacterial growth assay and PTI bacterial growth assay. As mentioned in Chapter 

1 there are 13 YTH domain containing proteins in Arabidopsis, and 3- ECT2, ECT3, and 

ECT4 were found to be m6A reader proteins (Arribas-Hernández et al. 2018). T-DNA 

insertion lines for ECT2, ECT3, and ECT4 along with other selected ECT family members 

were subject to both the bacterial growth assay and PTI protection assay with elf18 

(Figure 9). None of the reader t-DNA lines showed a susceptibility phenotype. This is 

not too unexpected as single mutants of the three readers (ect2, ect3, ect4) showed more 

minor phenotypes (developmental) as compared with higher order double or triple 

mutants (i.e. ect2/3/4) (Arribas-Hernández et al. 2018). The other ECT mutants tested 

may not have shown a susceptibility phenotype as they may not be bona-fide m6A 

readers. Alternatively, these ECT members may be bona-fide readers but do not bind 
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m6A containing transcripts related to defense, and so mutants of these readers would 

not show a susceptibility phenotype.  

 

Figure 9: Psm bacterial growth and PTI assay of ECT family member T-DNA lines, (b 
and c done in collaboration with Dr. Tianyuan Chen) a, bacterial growth assay with 
Psm lux (OD600nm=0.0001). Bacterial growth measured by luminesce after 3 days. n = 6, 
Error bars represent 95% confidence intervals. Statistical analysis was performed using 
Bonferroni post hoc test, ***p < 0.0005. b, Leaves of 3.5-week-old plants were infiltrated 
with mock (dH2O) or 1uM elf18. 1 day later the same leaves were infiltrated with Psm 
(OD600nm = 0.001). After 2 days bacterial growth was quantified. Error bars represent 95% 
confidence intervals (n=8). Statistical analysis was performed using Bonferroni post hoc 
test, ***p < 0.0005. Experiments were repeated twice with similar results.  
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Figure 10: Bacterial growth assay of albh10b-1 plants Leaves of 3.5-week-old plants 
were infiltrated with Psm (OD600nm = 0.001). Bacterial growth quantified 3 days post-
infiltration. Error bars represent 95% confidence intervals (n=8). Statistical analysis was 
performed using Bonferroni post hoc test, ***p < 0.0005. Experiment was repeated twice 
with similar results. 

ALKBH10B is an eraser protein that was found to demethylate mRNA and has a 

role in floral development (Duan et al. 2017). Therefore, I tested a mutant T-DNA line, 

Salk_004215c (alkbh10b-1) for its bacterial resistance phenotype. The results showed no 

significant difference in bacterial growth between WT and alkbh10b-1, meaning that 

resistance to Psm is not increased in this eraser mutant (Figure 10). Other infection 

assays were not undertaken, so it is possible that ALKBH10B could play a role in other 

layers of immunity such as PTI or SAR, which was seen with the writer deficient plant 

lines. Other mutant “AlkB” family members were not tested and these may play a role 

in mediating bacterial resistance. Alternatively, it may be that m6A demethylation is not 

involved in the immune response.  
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3.2.4: m6A transcriptome dynamics of Arabidopsis plants upon elf18 
and SA treatments 

To determine m6A dynamics in mRNAs upon immune induction by elf18 and 

SA, m6A-seq was undertaken. Both mock and treated samples were prepared for this 

analysis for both sets of inductions. m6A-seq requires a large amount of input total RNA 

(100-200 mg), therefore infection assays were scaled up and ~1.5 g of mock and treated 

tissue was collected for both elf18 and SA samples. Once total RNA was isolated, and 

quality confirmed with the bioanalyzer, ~1 ug mRNA was obtained using Oligo-dt 

magnetic beads. m6A-seq was then undertaken in collaboration with Scott Zhang from 

the group of Dr. Chaun He at the University of Chicago.  

 

Figure 11:  m6A-seq upon immune inductions (Done in collaboration with Scott 
Zhang and George Greene) a, venn diagram of m6A transcripts specific to mock and 
elf18 conditons. b, metagene profile of m6A in the gene body of mock and elf18 specific 
transcripts.c,d, same as a,b except with SA-treated samples. 

a b

c d
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The m6A-seq results show dramatic changes in m6A throughout the 

transcriptome, with hundreds of transcripts having m6A peaks in both mock and 

treatment specific conditions (Figure 11). This m6A-seq analysis was done in 

collaboration with George Greene. Metagene profiles of all mock m6A peak containing 

transcripts found the expected enrichment of peaks in the start of the CDS and stop 

codon, as previously described for m6A in Arabidopsis (Figure 11b,d, left panel). 

Interestingly, this metagene profile did not change upon elf18/SA treatments (Figure 

11b,d, right panel). This differs from what was observed in stress treatments in other 

systems, such as zika virus infection or heat shock, where an enrichment of m6A peaks 

was found in the 5’UTR (Lichinchi et al. 2016, Zhou et al. 2015).  

 

Figure 12: GO analysis of m6A mock-specific and treatment-specific transcripts (Done 
in collaboration with George Greene) a, elf18 GO, red is higher P-value b, SA GO, red 
is higher p-value. GO generated using the Virtual Plant Program (Katari et al. 2010). 
Fischers exact test used to calculate p-value with a cutoff of 0.01. p-values are -log10 
transformed.  
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GO analysis revealed enrichment of biotic stress or immune-related genes in the 

both the elf18 and SA specific sets, with a greater amount of these categories found in 

the SA treatment (Figure 12a,b). In contrast, mock-specific peaks did not show great 

enrichment in stress-related categories, but instead showed more predominance in 

general metabolism/biological regulation (Figure 12a,b). This suggests that 

immune/stress-related transcripts are reprogrammed with m6A, which could promote 

their expression, possibly through increased translation/stability, to further promote a 

defense response. 

 

Figure 13: Relationship between m6A containing transcripts and 
transcription/translation upon elf18 treatment (Done in collaboration with George 
Greene) a, RFfc vs RSfc of mock specific m6A transcripts. Grey dots are all transcripts 
with RFfc and RSfc, black dots are m6A containing transcripts. b, RFfc vs RSfc of elf18 
treatment specific m6A transcripts. Grey dots are all transcripts with RFfc and RSfc, 
black dots are m6A containing transcripts. Both RSfc and RFfc are log2 transformed. 

Treatment of Arabidopsis plants with elf18 was previously shown to increase both 

the transcription and translation of a variety of transcripts, including those in immune-

−2

0

2

4

−4 0 4
log2 RSfc

lo
g2

 R
Ff

c

−2

0

2

4

−4 0 4
log2 RSfc

lo
g2

 R
Ff

c

no m6A
m6A

no m6A
m6A

mock specific transcripts elf18 specific transcriptsa b



 

43 

related GO categories (Zipfel et al. 2006, Xu et al. 2017). To uncover the relationship 

between m6A containing transcripts and their transcription/translation, all transcripts 

with RNA-seq fold changes (RSfc) and Ribo-seq fold changes (RFfc) found in a previous 

study (Xu et al. 2017) were plotted with mock-specific and elf18-specific m6A transcripts 

highlighted (Figure 13a,b). This revealed that mock-specific transcripts (which can also 

be thought of as transcripts with m6A lost upon elf18 treatment) had a low amount of 

expression, with low levels of transcription and translation (Figure 13a). The elf18-

specific transcripts (which can also be thought of as transcripts with m6A gained upon 

elf18 treatment) had increased expression, with both transcription and translation up 

(Figure 13b). This suggests that m6A reprograms genes to be more expressed upon elf18 

induction to support immune reprogramming. Translational profiling of these induced 

transcripts in the methylation deficient mutant could help to confirm the role of m6A in 

promoting translation in these transcripts. The translational status of transcripts upon 

SA treatment is not known, though it may play a similar role as elf18 in promoting their 

translation. Aside from translation, increased stability could aid in the expression of 

defense-related transcripts with m6A gained in either SA/elf18 treatment. mRNA 

stability assays comparing m6A-induced transcripts in both WT and m6A-deficient plant 

lines upon elf18/SA treatments could help to uncover this.    
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3.3: Discussion 

In summary, this chapter revealed a role for m6A in regulating the plant immune 

response at multiple levels as revealed through bacterial growth assays of writer 

deficient plant lines. Dynamic m6A changes of mRNAs were observed in both elf18 and 

SA treatments, with a predominance of GO terms in immune/biotic stress related 

categories induced by both treatments. SA showed a wider variety of GO terms induced, 

suggesting some differences in the PTI- and SA-mediated immune responses. 

Differential expression analysis of genes between SA and elf18 treatments was noted in a 

previous study, implying that these two layers of immunity are distinct (Pajerowska-

Mukhtar et al. 2012). Given the apparent requirement for m6A and the immune induced 

dynamics, it seems that m6A mediates reprogramming towards a defense response. How 

m6A mediates gene expression during immune response is an open question and could 

be answered through translational/stability assays comparing m6A containing 

transcripts in WT and m6A-depleted plant lines.  

Future directions include profiling m6A modifications in other RNAs besides 

mRNAs. Non-coding RNAs have also been found to be m6A modified and could also 

regulate the immune response, though they are less characterized in plants. How m6A 

mediates immunity in different plant organs, such as the root is another interesting 

question. Aside from pathogenic microbial interactions, plants have a native 

microbiome. Could m6A regulate plant-microbiome interactions as seen with immune 
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components (Castrillo et al. 2017)? Analysis of the microbiome in m6A-deficient plant 

lines could help answer this question. Overall, m6A represents a new avenue of 

regulation of plant immunity with many questions yet to be answered.   

3.4: Materials and Methods 

3.4.1: Arabidopsis plant lines and growth conditions  

Plants were grown on soil (Metro Mix 360) under 12/12-h light/dark cycles at 

22 °C with 55% relative humidity. Wildtype (WT) plants are the Columbia accession and 

all plant lines used are within this background. ECT T-DNA lines and SALK_018636 

(fip37-4) are from the Arabidopsis Biological Resource Center. The fip37-4 gFIP37-GFP 

transgenic line was provided by Hao Yu from the National University of Singapore 

(Shen et al. 2016).  

2.4.2: Bacterial and Hpa infection assays 

For bacterial infection assays leaves from 3.5-week-old plants were infiltrated 

with Psm ES4326 (OD600nm = 0.0001). 3 days later bacterial growth was scored. Psm lux 

treatment was done in the same manner, except an imaging chamber was used to 

quantify luciferase signal as a proxy for bacterial growth. For elf18 PTI bacterial growth 

assays leaves from 3.5-week-old plants were infiltrated with 1uM elf18 in dH2O or mock 

(dH2O). After 1 day, the same leaves were then infiltrated with Psm ES4326 (OD600nm = 

0.001) and bacterial growth was scored 2 days later. For the SA protection assay 3.5-

week-old plants were sprayed with 1mM SA in dH2O or mock treated (dH2O). After 1 
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day, leaves were infiltrated with Psm ES4326 (OD600nm = 0.001) and bacterial growth 

scored 2 days later.  

For Hpa Noco2 infection, 12-day-old plants were grown. The plants were sprayed 

with a suspension of 3-5×104 spores/mL in water and covered with a dome to achieve 

100% saturated humidity for 1 day. The plants were then exposed to ambient humidity 

for 3 days before being covered again. Spores were collected 7 days the after the initial 

infection by suspending infected plants in 1 mL of water and were counted in a 

hemocytometer under microscopy. 

2.4.3: elf18-induced MAPK activation  

12-day-old seedlings were grown on MS agar plates and flooded with 1 uM elf18. 

25 seedlings were collected at the indicated timepoints and protein extracted with the 

following extraction buffer: 50 mM Tris, pH 7.5, 150 mM NaCl, 0.1% (v/v) Triton X-100, 

0.2% (v/v) Nonidet P-40, protease inhibitor cocktail (Roche), phos-stop phosphatase 

inhibitor cocktail (Roche). The primary antibody was the Phospho-p44/42 MAPK 

(Erk1/2) (Thr202/Tyr204) Antibody (Cell Signaling Cat: #9101, 1:1000 at 4°C overnight) 

and the secondary antibody was goat-anti rabbit-HRP antibody (Bio-Rad Cat: 1706515, 

1:10000 for 1 hour at room temperature).  

2.4.3: Total RNA isolation of elf18-treated and SA-treated plants for 

m6A-seq 
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3.5-week-old WT plants were infiltrated with 10 uM elf18 or mock (dH2O) for 1 

hr. For the SA samples, WT plants were sprayed with 1 mM SA or mock (dH2O) for 24 

hours. Leaf tissue (~1.5g) was then collected and flash frozen in liquid nitrogen. Total 

RNA was extracted using TRIZOL (Ambion) according to the manufacturer’s 

instructions.  

2.4.4: m6A-seq 

mRNA was isolated from total RNA using Dynabeads mRNA DIRECT 

purification kit (Thermo Fisher, Cat 61011). mRNA was adjusted to 15 ng/ul in 100ul and 

fragmented using Bioruptor ultrasonicator (Diagenode) with 30s on/off for 30 cycles. 

m6A-immunoprecipitation (m6A-IP) and library preparation were performed according 

to the published protocol with minor changes (Dominissini et al. 2013). Specifically, the 

input mRNA was scaled down to 1 ug and the anti-m6A antibody used is scaled down to 

2.5 µg. Input and m6A-IP eluted RNA were constructed into libraries using TruSeq 

Stranded mRNA kit (Illumina) following the standard protocol. Sequencing was carried 

out on Illumina HiSeq 4000 according to the manufacturer’s instructions. 

2.4.5: Data processing for m6A-seq 

Three replicates of m6A input and IP libraries were aligned to the Arabidopsis 

genome (TAIR10.27) using Bowtie2.0. Reads were assigned to genes by alignment to the 

exons of the longest isoform of each gene. Differentially expressed genes were called 

through analysis with DESeq2. 
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Peak calling: For each library, a sliding window of 100 nt in length with a step of 

50 nt was used to determine read coverage of the longest isoform of each gene. Read 

coverage in each window was pseudo-count transformed and normalized by the median 

window read coverage. In m6A IP libraries, windows with a greater than 3 peak-over-

median (POM) score were condensed. These regions were normalized by the read 

coverage in the corresponding input library to determine a peak-over-input (POI) score. 

A region of greater than 3 POI in at least two of the three replicates were determined to 

be putative m6A methylation sites. Putative peaks are considered specific to a condition 

if none of the windows under the peak are found with a significant POI score in the 

other condition. 
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4. Conclusions and future perspectives 
In summary, this dissertation work found that GCN2 is not likely to be involved 

in regulating TBF1 translation or plant immunity, while uncovering m6A transcriptome 

dynamics and a positive role for m6A in regulating plant immunity. There are several 

avenues of future directions for these areas, particularly for m6A, which is still a 

relatively new field in plant biology. 

GCN2 may be important for mediating other plant stress responses outside of 

pathogen infection. Indeed, GCN2 was found to be important for stresses such as 

herbicide treatment or amino acid deprivation (Lageix et al. 2008).  

If GCN2 and eIF2α-P are not involved in TBF1 regulation, how is TBF1 

translation induced? To answer this question, a forward genetic screen is being done 

using a TBF1 translational reporter to uncover upstream regulatory factors that control 

the translational induction of TBF1. Downstream factors involved in mediating TBF1’s 

transcriptional activity are also not known. Co-IP/Mass spec analysis of TBF1 could help 

to reveal co-factors or perhaps enzymes that add PTMs to TBF1 and regulate its 

expression.  

There are many future directions that can be followed up in the context of the 

m6A modification in plant immunity. Major questions include how pathogen-induced 

m6A mRNA dynamics occur and how is an immune signal translated to the nuclear 

writer complex? It has previously been shown that a transcription factor can direct m6A 
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writers to specific genomic locations to add m6A to certain transcripts (Aguilo et al. 

2015). There are many transcription factors known in plant immunity to target defense 

related genes, such as WRKYs or TGAs, and these could help guide the writer complex 

to target genes. Aside from transcription factors, DNA damage components were found 

to specifically associate with defense gene promoters and promote their transcription 

(Song et al. 2011, Yan et al. 2013). These could also be promising candidates as DNA 

damage has been found to be associated with m6A in other systems (Xiang et al. 2017). 

Plant writer components may be regulated by PTMs, such as phosphorylation, upon 

immune induction. Phosphorylation of nuclear components has been reported for both 

specific transcription factors and general transcriptional machinery (e.g. RNA poll II) 

during the defense response in plants (Couto and Zipfel 2016). A MAPK or CDPK could 

phosphorylate writer components, leading to their activation or association with other 

activating factors. Reverse genetic screens or interaction analysis with these known 

components could help to reveal these factors. Co-IP/mass spec of writers upon immune 

induction would also help to identify interacting regulators. As fip37-4 produces a 

strong immunity phenotype, a suppressor screen could also be undertaken which may 

identify novel regulators.  

Aside from m6A, do other RNA modifications play a role in regulating the 

immune response? RNA modifications besides m6A have not been well studied in 

plants, but N1-methyladenosine (m1A), pseudouridine (Ψ), and N4-acetylcytidine (ac4C), 
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have been found to regulate RNAs in other systems (Zhao, Roundtree, and He 2016). 

There may be a dynamic combinatorial effect of these modifications in fine tuning gene 

expression during the defense response. This would be analogous to the “histone code” 

where multiple histone PTMs work in concert to regulate gene expression (Rothbart and 

Strahl 2014).  

Besides the immune responses studied here, can m6A regulate other stress 

responses in plants? Effector-triggered immunity (ETI) was not studied, but this may 

also be regulated by m6A, as pattern-triggered-immunity (PTI) shares many components 

with ETI. Other abiotic stresses such as drought may also be regulated through m6A.  

Along with chemical modifications on DNA and proteins regulating gene 

expression in plant immunity, this dissertation work uncovered a role for chemical 

modifications (m6A) at the RNA level. A thorough understanding of regulation at all 

levels of plant immunity is essential for creating disease resistant plants and m6A 

meditated regulation presents a new avenue for this important goal. 

 

 

 

 

 

 



 

52 

References 

Aguilo, F., F. Zhang, A. Sancho, M. Fidalgo, S. Di Cecilia, A. Vashisht, D. F. Lee, C. H. 
Chen, M. Rengasamy, B. Andino, F. Jahouh, A. Roman, S. R. Krig, R. Wang, W. 
Zhang, J. A. Wohlschlegel, J. Wang, and M. J. Walsh. 2015. "Coordination of 
m(6)A mRNA Methylation and Gene Transcription by ZFP217 Regulates 
Pluripotency and Reprogramming."  Cell Stem Cell 17 (6):689-704. doi: 
10.1016/j.stem.2015.09.005. 

Anderson, Stephen J., Marianne C. Kramer, Sager J. Gosai, Xiang Yu, Lee E. Vandivier, 
Andrew D. L. Nelson, Zachary D. Anderson, Mark A. Beilstein, Rupert G. Fray, 
Eric Lyons, and Brian D. Gregory. 2018. "N6-Methyladenosine Inhibits Local 
Ribonucleolytic Cleavage to Stabilize mRNAs in Arabidopsis."  Cell Reports 25 
(5):1146-1157.e3. doi: https://doi.org/10.1016/j.celrep.2018.10.020. 

Arribas-Hernández, Laura, Simon Bressendorff, Mathias Henning Hansen, Christian 
Poulsen, Susanne Erdmann, and Peter Brodersen. 2018. "An m6A-YTH Module 
Controls Developmental Timing and Morphogenesis in Arabidopsis."  The Plant 
Cell. 

Bhat, S. Susheel, Dawid Bielewicz, Artur Jarmolowski, and Zofia Szweykowska-
Kulinska. 2018. "N6-methyladenosine (m6A): Revisiting the Old with Focus on 
New, an Arabidopsis thaliana Centered Review."  Genes 9 (12). doi: 
10.3390/genes9120596. 

Bokar, Joseph A, Mary Eileen Shambaugh, Deborah Polayes, A Gregory Matera, and 
Fritz M Rottman. 1997. "Purification and cDNA cloning of the AdoMet-binding 
subunit of the human mRNA (N6-adenosine)-methyltransferase."  Rna 3 
(11):1233-1247. 

Boudsocq, M., M. R. Willmann, M. McCormack, H. Lee, L. Shan, P. He, J. Bush, S. H. 
Cheng, and J. Sheen. 2010. "Differential innate immune signalling via Ca(2+) 
sensor protein kinases."  Nature 464 (7287):418-22. doi: 10.1038/nature08794. 

https://doi.org/10.1016/j.celrep.2018.10.020


 

53 

Cao, H., J. Glazebrook, J. D. Clarke, S. Volko, and X. Dong. 1997. "The Arabidopsis NPR1 
gene that controls systemic acquired resistance encodes a novel protein 
containing ankyrin repeats."  Cell 88 (1):57-63. 

Castilho, Beatriz A., Renuka Shanmugam, Richard C. Silva, Rashmi Ramesh, Benjamin 
M. Himme, and Evelyn Sattlegger. 2014. "Keeping the eIF2 alpha kinase Gcn2 in 
check."  Biochimica et Biophysica Acta (BBA) - Molecular Cell Research 1843 (9):1948-
1968. doi: https://doi.org/10.1016/j.bbamcr.2014.04.006. 

Castrillo, Gabriel, Paulo José Pereira Lima Teixeira, Sur Herrera Paredes, Theresa F. 
Law, Laura de Lorenzo, Meghan E. Feltcher, Omri M. Finkel, Natalie W. 
Breakfield, Piotr Mieczkowski, Corbin D. Jones, Javier Paz-Ares, and Jeffery L. 
Dangl. 2017. "Root microbiota drive direct integration of phosphate stress and 
immunity."  Nature 543 (7646):513-518. doi: 10.1038/nature21417 
http://www.nature.com/nature/journal/v543/n7646/abs/nature21417.html#supple
mentary-information. 

Chaveroux, Cédric, Sarah Lambert-Langlais, Laurent Parry, Valérie Carraro, Céline 
Jousse, Anne-Catherine Maurin, Alain Bruhat, Geoffroy Marceau, Vincent Sapin, 
Julien Averous, and Pierre Fafournoux. 2011. "Identification of GCN2 as new 
redox regulator for oxidative stress prevention in vivo."  Biochemical and 
Biophysical Research Communications 415 (1):120-124. doi: 
https://doi.org/10.1016/j.bbrc.2011.10.027. 

Chen, W., Q. Zhu, Y. Liu, and Q. Zhang. 2017. "Chromatin Remodeling and Plant 
Immunity." In Advances in Protein Chemistry and Structural Biology. Academic 
Press. 

Chinchilla, Delphine, Zsuzsa Bauer, Martin Regenass, Thomas Boller, and Georg Felix. 
2006. "The Arabidopsis receptor kinase FLS2 binds flg22 and determines the 
specificity of flagellin perception."  The Plant Cell Online 18 (2):465-476. 

Choe, J., S. Lin, W. Zhang, Q. Liu, L. Wang, J. Ramirez-Moya, P. Du, W. Kim, S. Tang, P. 
Sliz, P. Santisteban, R. E. George, W. G. Richards, K. K. Wong, N. Locker, F. J. 
Slack, and R. I. Gregory. 2018. "mRNA circularization by METTL3-eIF3h 

https://doi.org/10.1016/j.bbamcr.2014.04.006
http://www.nature.com/nature/journal/v543/n7646/abs/nature21417.html#supplementary-information
http://www.nature.com/nature/journal/v543/n7646/abs/nature21417.html#supplementary-information
https://doi.org/10.1016/j.bbrc.2011.10.027


 

54 

enhances translation and promotes oncogenesis."  Nature 561 (7724):556-560. doi: 
10.1038/s41586-018-0538-8. 

Church, C., L. Moir, F. McMurray, C. Girard, G. T. Banks, L. Teboul, S. Wells, J. C. 
Bruning, P. M. Nolan, F. M. Ashcroft, and R. D. Cox. 2010. "Overexpression of 
Fto leads to increased food intake and results in obesity."  Nat Genet 42 (12):1086-
92. doi: 10.1038/ng.713. 

Coates, Mary E., and Jim L. Beynon. 2010. "Hyaloperonospora arabidopsidis as a 
Pathogen Model."  Annual Review of Phytopathology 48 (1):329-345. doi: 
10.1146/annurev-phyto-080508-094422. 

Couto, Daniel, and Cyril Zipfel. 2016. "Regulation of pattern recognition receptor 
signalling in plants."  Nature Reviews Immunology 16:537. doi: 10.1038/nri.2016.77. 

Cui, H., K. Tsuda, and J. E. Parker. 2015. "Effector-triggered immunity: from pathogen 
perception to robust defense."  Annu Rev Plant Biol 66:487-511. doi: 
10.1146/annurev-arplant-050213-040012. 

De Vleesschauwer, David, Monica Höfte, and Jing Xu. 2014. "Making sense of hormone-
mediated defense networking: from rice to Arabidopsis."  Frontiers in Plant 
Science 5. doi: 10.3389/fpls.2014.00611. 

Dominissini, Dan, Sharon Moshitch-Moshkovitz, Mali Salmon-Divon, Ninette 
Amariglio, and Gideon Rechavi. 2013. "Transcriptome-wide mapping of N6-
methyladenosine by m6A-seq based on immunocapturing and massively parallel 
sequencing."  Nat. Protocols 8 (1):176-189. doi: 10.1038/nprot.2012.148. 

Dowen, Robert H., Mattia Pelizzola, Robert J. Schmitz, Ryan Lister, Jill M. Dowen, 
Joseph R. Nery, Jack E. Dixon, and Joseph R. Ecker. 2012. "Widespread dynamic 
DNA methylation in response to biotic stress."  Proceedings of the National 
Academy of Sciences 109 (32):E2183–E2191. doi: 10.1073/pnas.1209329109. 

Du, Hao, Ya Zhao, Jinqiu He, Yao Zhang, Hairui Xi, Mofang Liu, Jinbiao Ma, and Ligang 
Wu. 2016. "YTHDF2 destabilizes m6A-containing RNA through direct 



 

55 

recruitment of the CCR4–NOT deadenylase complex."  Nature Communications 
7:12626. doi: 10.1038/ncomms12626 
https://www.nature.com/articles/ncomms12626#supplementary-information. 

Du, Yuzhang, Guofang Hou, Hailong Zhang, Jinzhuo Dou, Jianfeng He, Yanming Guo, 
Lian Li, Ran Chen, Yanli Wang, Rong Deng, Jian Huang, Bin Jiang, Ming Xu, 
Jinke Cheng, Guo-Qiang Chen, Xian Zhao, and Jianxiu Yu. 2018. "SUMOylation 
of the m6A-RNA methyltransferase METTL3 modulates its function."  Nucleic 
Acids Research 46 (10):5195-5208. doi: 10.1093/nar/gky156. 

Duan, Hong-Chao, Lian-Huan Wei, Chi Zhang, Ye Wang, Lin Chen, Zhike Lu, Peng R. 
Chen, Chuan He, and Guifang Jia. 2017. "ALKBH10B Is an RNA N6-
Methyladenosine Demethylase Affecting Arabidopsis Floral Transition."  The 
Plant Cell 29 (12):2995. doi: 10.1105/tpc.16.00912. 

Dubiella, U., H. Seybold, G. Durian, E. Komander, R. Lassig, C. P. Witte, W. X. Schulze, 
and T. Romeis. 2013. "Calcium-dependent protein kinase/NADPH oxidase 
activation circuit is required for rapid defense signal propagation."  Proc Natl 
Acad Sci U S A 110 (21):8744-9. doi: 10.1073/pnas.1221294110. 

Durrant, W. E., and X. Dong. 2004. "SYSTEMIC ACQUIRED RESISTANCE."  Annual 
Review of Phytopathology 42 (1):185-209. doi: 
10.1146/annurev.phyto.42.040803.140421. 

Durrant, W. E., S. Wang, and X. Dong. 2007. "Arabidopsis SNI1 and RAD51D regulate 
both gene transcription and DNA recombination during the defense response."  
Proc Natl Acad Sci U S A 104 (10):4223-7. doi: 10.1073/pnas.0609357104. 

Fischer, Julia, Linda Koch, Christian Emmerling, Jeanette Vierkotten, Thomas Peters, 
Jens C. Brüning, and Ulrich Rüther. 2009. "Inactivation of the Fto gene protects 
from obesity."  Nature 458:894. doi: 10.1038/nature07848 
https://www.nature.com/articles/nature07848#supplementary-information. 

Frayling, T. M., N. J. Timpson, M. N. Weedon, E. Zeggini, R. M. Freathy, C. M. Lindgren, 
J. R. Perry, K. S. Elliott, H. Lango, N. W. Rayner, B. Shields, L. W. Harries, J. C. 
Barrett, S. Ellard, C. J. Groves, B. Knight, A. M. Patch, A. R. Ness, S. Ebrahim, D. 

https://www.nature.com/articles/nature07848#supplementary-information


 

56 

A. Lawlor, S. M. Ring, Y. Ben-Shlomo, M. R. Jarvelin, U. Sovio, A. J. Bennett, D. 
Melzer, L. Ferrucci, R. J. Loos, I. Barroso, N. J. Wareham, F. Karpe, K. R. Owen, L. 
R. Cardon, M. Walker, G. A. Hitman, C. N. Palmer, A. S. Doney, A. D. Morris, G. 
D. Smith, A. T. Hattersley, and M. I. McCarthy. 2007. "A common variant in the 
FTO gene is associated with body mass index and predisposes to childhood and 
adult obesity."  Science 316 (5826):889-94. doi: 10.1126/science.1141634. 

Fu, Z. Q., and X. Dong. 2013. "Systemic acquired resistance: turning local infection into 
global defense."  Annu Rev Plant Biol 64:839-63. doi: 10.1146/annurev-arplant-
042811-105606. 

Fu, Zheng Qing, Shunping Yan, Abdelaty Saleh, Wei Wang, James Ruble, Nodoka Oka, 
Rajinikanth Mohan, Steven H. Spoel, Yasuomi Tada, Ning Zheng, and Xinnian 
Dong. 2012. "NPR3 and NPR4 are receptors for the immune signal salicylic acid 
in plants."  Nature 486:228. doi: 10.1038/nature11162 
https://www.nature.com/articles/nature11162#supplementary-information. 

Gatz, C. 2013. "From pioneers to team players: TGA transcription factors provide a 
molecular link between different stress pathways."  Mol Plant Microbe Interact 26 
(2):151-9. doi: 10.1094/mpmi-04-12-0078-ia. 

Gimenez-Ibanez, S., D. R. Hann, V. Ntoukakis, E. Petutschnig, V. Lipka, and J. P. 
Rathjen. 2009. "AvrPtoB targets the LysM receptor kinase CERK1 to promote 
bacterial virulence on plants."  Curr Biol 19 (5):423-9. doi: 
10.1016/j.cub.2009.01.054. 

Goldberg, Aaron D, C David Allis, and Emily Bernstein. 2007. "Epigenetics: a landscape 
takes shape."  Cell 128 (4):635-638. 

Guo, Feifan, and Douglas R. Cavener. 2007. "The GCN2 eIF2α Kinase Regulates Fatty-
Acid Homeostasis in the Liver during Deprivation of an Essential Amino Acid."  
Cell Metabolism 5 (2):103-114. doi: https://doi.org/10.1016/j.cmet.2007.01.001. 

Halter, T., J. Imkampe, S. Mazzotta, M. Wierzba, S. Postel, C. Bucherl, C. Kiefer, M. Stahl, 
D. Chinchilla, X. Wang, T. Nurnberger, C. Zipfel, S. Clouse, J. W. Borst, S. Boeren, 
S. C. de Vries, F. Tax, and B. Kemmerling. 2014. "The leucine-rich repeat receptor 

https://www.nature.com/articles/nature11162#supplementary-information
https://doi.org/10.1016/j.cmet.2007.01.001


 

57 

kinase BIR2 is a negative regulator of BAK1 in plant immunity."  Curr Biol 24 
(2):134-43. doi: 10.1016/j.cub.2013.11.047. 

Hay, R. T. 2005. "SUMO: a history of modification."  Mol Cell 18 (1):1-12. doi: 
10.1016/j.molcel.2005.03.012. 

Holton, N., V. Nekrasov, P. C. Ronald, and C. Zipfel. 2015. "The phylogenetically-related 
pattern recognition receptors EFR and XA21 recruit similar immune signaling 
components in monocots and dicots."  PLoS Pathog 11 (1):e1004602. doi: 
10.1371/journal.ppat.1004602. 

Jeong, Hee-Jeong, Young Jin Kim, Sang Hyon Kim, Yoon-Ha Kim, In-Jung Lee, Yoon Ki 
Kim, and Jeong Sheop Shin. 2011. "Nonsense-mediated mRNA decay factors, 
UPF1 and UPF3, contribute to plant defense."  Plant and cell physiology 52 
(12):2147-2156. 

Jia, Guifang, Ye Fu, Xu Zhao, Qing Dai, Guanqun Zheng, Ying Yang, Chengqi Yi, Tomas 
Lindahl, Tao Pan, Yun-Gui Yang, and Chuan He. 2011. "N6-Methyladenosine in 
nuclear RNA is a major substrate of the obesity-associated FTO."  Nat Chem Biol 7 
(12):885-887. doi: 10.1038/nchembio.687. 

Jones, Jonathan D. G., and Jeffery L. Dangl. 2006. "The plant immune system."  Nature 
444 (7117):323-329. 

Kadota, Y., K. Shirasu, and C. Zipfel. 2015. "Regulation of the NADPH Oxidase RBOHD 
During Plant Immunity."  Plant Cell Physiol 56 (8):1472-80. doi: 
10.1093/pcp/pcv063. 

Kadota, Y., J. Sklenar, P. Derbyshire, L. Stransfeld, S. Asai, V. Ntoukakis, J. D. Jones, K. 
Shirasu, F. Menke, A. Jones, and C. Zipfel. 2014. "Direct regulation of the 
NADPH oxidase RBOHD by the PRR-associated kinase BIK1 during plant 
immunity."  Mol Cell 54 (1):43-55. doi: 10.1016/j.molcel.2014.02.021. 

Katari, M. S., S. D. Nowicki, F. F. Aceituno, D. Nero, J. Kelfer, L. P. Thompson, J. M. 
Cabello, R. S. Davidson, A. P. Goldberg, D. E. Shasha, G. M. Coruzzi, and R. A. 



 

58 

Gutierrez. 2010. "VirtualPlant: a software platform to support systems biology 
research."  Plant Physiol 152 (2):500-15. doi: 10.1104/pp.109.147025. 

Knuckles, P., and M. Buhler. 2018. "Adenosine methylation as a molecular imprint 
defining the fate of RNA."  FEBS Lett 592 (17):2845-2859. doi: 10.1002/1873-
3468.13107. 

Knuckles, Philip, and Marc Bühler. 2018. "Adenosine methylation as a molecular imprint 
defining the fate of RNA."  FEBS Letters 0 (ja). doi: 10.1002/1873-3468.13107. 

Lageix, Sebastien, Elodie Lanet, Marie-Noelle Pouch-Pelissier, Marie-Claude Espagnol, 
Christophe Robaglia, Jean-Marc Deragon, and Thierry Pelissier. 2008. 
"Arabidopsis eIF2alpha kinase GCN2 is essential for growth in stress conditions 
and is activated by wounding."  BMC Plant Biology 8 (1). 

Latrasse, David, Teddy Jégu, Huchen Li, Axel de Zelicourt, Cécile Raynaud, Stéphanie 
Legras, Andrea Gust, Olga Samajova, Alaguraj Veluchamy, Naganand 
Rayapuram, Juan Sebastian Ramirez-Prado, Olga Kulikova, Jean Colcombet, Jean 
Bigeard, Baptiste Genot, Ton Bisseling, Moussa Benhamed, and Heribert Hirt. 
2017. "MAPK-triggered chromatin reprogramming by histone deacetylase in 
plant innate immunity."  Genome Biology 18 (1):131. doi: 10.1186/s13059-017-1261-
8. 

Lehti-Shiu, Melissa D., Cheng Zou, Kousuke Hanada, and Shin-Han Shiu. 2009. 
"Evolutionary History and Stress Regulation of Plant Receptor-Like Kinase/Pelle 
Genes."  Plant Physiology 150 (1):12. doi: 10.1104/pp.108.134353. 

Li, B., S. Jiang, X. Yu, C. Cheng, S. Chen, Y. Cheng, J. S. Yuan, D. Jiang, P. He, and L. 
Shan. 2015. "Phosphorylation of trihelix transcriptional repressor ASR3 by MAP 
KINASE4 negatively regulates Arabidopsis immunity."  Plant Cell 27 (3):839-56. 
doi: 10.1105/tpc.114.134809. 

Li, Bo, Xiangzong Meng, Libo Shan, and Ping He. 2016. "Transcriptional Regulation of 
Pattern-Triggered Immunity in Plants."  Cell Host & Microbe 19 (5):641-650. doi: 
https://doi.org/10.1016/j.chom.2016.04.011. 

https://doi.org/10.1016/j.chom.2016.04.011


 

59 

Li, Dayong, Huijuan Zhang, Yongbo Hong, Lei Huang, Xiaohui Li, Yafen Zhang, 
Zhigang Ouyang, and Fengming Song. 2014. "Genome-wide identification, 
biochemical characterization, and expression analyses of the YTH domain-
containing RNA-binding protein family in Arabidopsis and rice."  Plant molecular 
biology reporter 32 (6):1169-1186. 

Li, Fangjun, Cheng Cheng, Fuhao Cui, Marcos V V. de Oliveira, Xiao Yu, Xiangzong 
Meng, Aline C Intorne, Kevin Babilonia, Maoying Li, Bo Li, Sixue Chen, Xianfeng 
Ma, Shunyuan Xiao, Yi Zheng, Zhangjun Fei, Richard P Metz, Charles D 
Johnson, Hisashi Koiwa, Wenxian Sun, Zhaohu Li, Gonçalo A  de Souza Filho, 
Libo Shan, and Ping He. 2014. "Modulation of RNA Polymerase II 
Phosphorylation Downstream of Pathogen Perception Orchestrates Plant 
Immunity."  Cell Host & Microbe 16 (6):748-758. doi: 
https://doi.org/10.1016/j.chom.2014.10.018. 

Li, L., M. Li, L. Yu, Z. Zhou, X. Liang, Z. Liu, G. Cai, L. Gao, X. Zhang, Y. Wang, S. Chen, 
and J. M. Zhou. 2014. "The FLS2-associated kinase BIK1 directly phosphorylates 
the NADPH oxidase RbohD to control plant immunity."  Cell Host Microbe 15 
(3):329-38. doi: 10.1016/j.chom.2014.02.009. 

Lichinchi, Gianluigi, Boxuan Simen Zhao, Yinga Wu, Zhike Lu, Yue Qin, Chuan He, and 
Tariq M Rana. 2016. "Dynamics of Human and Viral RNA Methylation during 
Zika Virus Infection."  Cell Host & Microbe. doi: 10.1016/j.chom.2016.10.002. 

Lin, S., J. Choe, P. Du, R. Triboulet, and R. I. Gregory. 2016. "The m(6)A 
Methyltransferase METTL3 Promotes Translation in Human Cancer Cells."  Mol 
Cell 62 (3):335-345. doi: 10.1016/j.molcel.2016.03.021. 

Liu, Haiyun, Lei Huang, Jillian Bradley, Kebin Liu, Kankana Bardhan, David Ron, 
Andrew L. Mellor, David H. Munn, and Tracy L. McGaha. 2014. "GCN2-
Dependent Metabolic Stress Is Essential for Endotoxemic Cytokine Induction and 
Pathology."  Molecular and Cellular Biology 34 (3):428. doi: 10.1128/MCB.00946-13. 

Liu, J., Y. Yue, D. Han, X. Wang, Y. Fu, L. Zhang, G. Jia, M. Yu, Z. Lu, X. Deng, Q. Dai, 
W. Chen, and C. He. 2014. "A METTL3-METTL14 complex mediates mammalian 

https://doi.org/10.1016/j.chom.2014.10.018


 

60 

nuclear RNA N6-adenosine methylation."  Nat Chem Biol 10 (2):93-5. doi: 
10.1038/nchembio.1432. 

Liu, Nian, and Tao Pan. 2016. "N6-methyladenosine–encoded epitranscriptomics."  
Nature Structural &Amp; Molecular Biology 23:98. doi: 10.1038/nsmb.3162. 

Luna, Estrella, Toby J. A. Bruce, Michael R. Roberts, Victor Flors, and Jurriaan Ton. 2012. 
"Next-Generation Systemic Acquired Resistance."  Plant Physiology 158 (2):844-
853. doi: 10.1104/pp.111.187468. 

Macho, Alberto P., and Cyril Zipfel. 2015. "Targeting of plant pattern recognition 
receptor-triggered immunity by bacterial type-III secretion system effectors."  
Current Opinion in Microbiology 23:14-22. doi: 
https://doi.org/10.1016/j.mib.2014.10.009. 

Macho, Alberto P, and Cyril Zipfel. 2014. "Plant PRRs and the Activation of Innate 
Immune Signaling."  Molecular Cell 54 (2):263-272. doi: 
10.1016/j.molcel.2014.03.028. 

Malzer, Elke, Małgorzata Szajewska-Skuta, Lucy E. Dalton, Sally E. Thomas, Nan Hu, 
Helen Skaer, David A. Lomas, Damian C. Crowther, and Stefan J. Marciniak. 
2013. "Coordinate regulation of eIF2α phosphorylation by PPP1R15 and GCN2 is 
required during <em>Drosophila</em> development."  Journal of Cell Science 126 
(6):1406-1415. doi: 10.1242/jcs.117614. 

Martinez-Perez, M., F. Aparicio, M. P. Lopez-Gresa, J. M. Belles, J. A. Sanchez-Navarro, 
and V. Pallas. 2017. "Arabidopsis m(6)A demethylase activity modulates viral 
infection of a plant virus and the m(6)A abundance in its genomic RNAs."  Proc 
Natl Acad Sci U S A 114 (40):10755-10760. doi: 10.1073/pnas.1703139114. 

Mauer, Jan, Xiaobing Luo, Alexandre Blanjoie, Xinfu Jiao, Anya V. Grozhik, Deepak P. 
Patil, Bastian Linder, Brian F. Pickering, Jean-Jacques Vasseur, Qiuying Chen, 
Steven S. Gross, Olivier Elemento, Françoise Debart, Megerditch Kiledjian, and 
Samie R. Jaffrey. 2016. "Reversible methylation of m6Am in the 5′ cap controls 
mRNA stability."  Nature 541:371. doi: 10.1038/nature21022 
https://www.nature.com/articles/nature21022#supplementary-information. 

https://doi.org/10.1016/j.mib.2014.10.009
https://www.nature.com/articles/nature21022#supplementary-information


 

61 

Meng, X., and S. Zhang. 2013. "MAPK cascades in plant disease resistance signaling."  
Annu Rev Phytopathol 51:245-66. doi: 10.1146/annurev-phyto-082712-102314. 

Meteignier, L. V., M. El Oirdi, M. Cohen, T. Barff, D. Matteau, J. F. Lucier, S. Rodrigue, P. 
E. Jacques, K. Yoshioka, and P. Moffett. 2017. "Translatome analysis of an NB-
LRR immune response identifies important contributors to plant immunity in 
Arabidopsis."  J Exp Bot 68 (9):2333-2344. doi: 10.1093/jxb/erx078. 

Meyer, Kate D., and Samie R. Jaffrey. 2014. "The dynamic epitranscriptome: N6-
methyladenosine and gene expression control."  Nat Rev Mol Cell Biol 15 (5):313-
326. doi: 10.1038/nrm3785 
http://www.nature.com/nrm/journal/v15/n5/abs/nrm3785.html#supplementary-
information. 

Meyer, Kate D, Deepak P Patil, Jun Zhou, Alexandra Zinoviev, Maxim A Skabkin, 
Olivier Elemento, Tatyana V Pestova, Shu-Bing Qian, and Samie R Jaffrey. 2015. 
"5′ UTR m6A Promotes Cap-Independent Translation."  Cell 163 (4):999-1010. doi: 
http://dx.doi.org/10.1016/j.cell.2015.10.012. 

Mielecki, Damian, Dorota Ł Zugaj, Anna Muszewska, Jan Piwowarski, Aleksandra 
Chojnacka, Marcin Mielecki, Jadwiga Nieminuszczy, Marcin Grynberg, and 
Elżbieta Grzesiuk. 2012. "Novel AlkB Dioxygenases—Alternative Models for In 
Silico and In Vivo Studies."  PLOS ONE 7 (1):e30588. doi: 
10.1371/journal.pone.0030588. 

Navarro, Lionel, Cyril Zipfel, Owen Rowland, Ingo Keller, Silke Robatzek, Thomas 
Boller, and Jonathan D. G. Jones. 2004. "The Transcriptional Innate Immune 
Response to flg22. Interplay and Overlap with Avr Gene-Dependent Defense 
Responses and Bacterial Pathogenesis."  Plant Physiology 135 (2):1113. doi: 
10.1104/pp.103.036749. 

Ogasawara, Y., H. Kaya, G. Hiraoka, F. Yumoto, S. Kimura, Y. Kadota, H. Hishinuma, E. 
Senzaki, S. Yamagoe, K. Nagata, M. Nara, K. Suzuki, M. Tanokura, and K. 
Kuchitsu. 2008. "Synergistic activation of the Arabidopsis NADPH oxidase 
AtrbohD by Ca2+ and phosphorylation."  J Biol Chem 283 (14):8885-92. doi: 
10.1074/jbc.M708106200. 

http://www.nature.com/nrm/journal/v15/n5/abs/nrm3785.html#supplementary-information
http://www.nature.com/nrm/journal/v15/n5/abs/nrm3785.html#supplementary-information
http://dx.doi.org/10.1016/j.cell.2015.10.012


 

62 

Pagan, I., and F. Garcia-Arenal. 2018. "Tolerance to Plant Pathogens: Theory and 
Experimental Evidence."  Int J Mol Sci 19 (3). doi: 10.3390/ijms19030810. 

Pajerowska-Mukhtar, K. M., W. Wang, Y. Tada, N. Oka, C. L. Tucker, J. P. Fonseca, and 
X. Dong. 2012. "The HSF-like transcription factor TBF1 is a major molecular 
switch for plant growth-to-defense transition."  Curr Biol 22 (2):103-12. doi: 
10.1016/j.cub.2011.12.015. 

Pan, H., S. Liu, and D. Tang. 2012. "HPR1, a component of the THO/TREX complex, 
plays an important role in disease resistance and senescence in Arabidopsis."  
Plant J 69 (5):831-43. doi: 10.1111/j.1365-313X.2011.04835.x. 

Patil, Deepak P., Brian F. Pickering, and Samie R. Jaffrey. 2018. "Reading m6A in the 
Transcriptome: m6A-Binding Proteins."  Trends in Cell Biology 28 (2):113-127. doi: 
https://doi.org/10.1016/j.tcb.2017.10.001. 

Ping, Xiao-Li, Bao-Fa Sun, Lu Wang, Wen Xiao, Xin Yang, Wen-Jia Wang, Samir 
Adhikari, Yue Shi, Ying Lv, Yu-Sheng Chen, Xu Zhao, Ang Li, Ying Yang, Ujwal 
Dahal, Xiao-Min Lou, Xi Liu, Jun Huang, Wei-Ping Yuan, Xiao-Fan Zhu, Tao 
Cheng, Yong-Liang Zhao, Xinquan Wang, Jannie M. Rendtlew Danielsen, Feng 
Liu, and Yun-Gui Yang. 2014. "Mammalian WTAP is a regulatory subunit of the 
RNA N6-methyladenosine methyltransferase."  Cell Res 24 (2):177-189. doi: 
10.1038/cr.2014.3. 

Qiu, J. L., B. K. Fiil, K. Petersen, H. B. Nielsen, C. J. Botanga, S. Thorgrimsen, K. Palma, 
M. C. Suarez-Rodriguez, S. Sandbech-Clausen, J. Lichota, P. Brodersen, K. D. 
Grasser, O. Mattsson, J. Glazebrook, J. Mundy, and M. Petersen. 2008. 
"Arabidopsis MAP kinase 4 regulates gene expression through transcription 
factor release in the nucleus."  Embo j 27 (16):2214-21. doi: 10.1038/emboj.2008.147. 

Ramirez-Prado, J. S., S. J. M. Piquerez, A. Bendahmane, H. Hirt, C. Raynaud, and M. 
Benhamed. 2018. "Modify the Histone to Win the Battle: Chromatin Dynamics in 
Plant-Pathogen Interactions."  Front Plant Sci 9:355. doi: 10.3389/fpls.2018.00355. 

Ramirez-Prado, Juan S., Aala A. Abulfaraj, Naganand Rayapuram, Moussa Benhamed, 
and Heribert Hirt. 2018. "Plant Immunity: From Signaling to Epigenetic Control 

https://doi.org/10.1016/j.tcb.2017.10.001


 

63 

of Defense."  Trends in Plant Science 23 (9):833-844. doi: 
https://doi.org/10.1016/j.tplants.2018.06.004. 

Rothbart, S. B., and B. D. Strahl. 2014. "Interpreting the language of histone and DNA 
modifications."  Biochim Biophys Acta 1839 (8):627-43. doi: 
10.1016/j.bbagrm.2014.03.001. 

Roundtree, Ian A., Guan-Zheng Luo, Zijie Zhang, Xiao Wang, Tao Zhou, Yiquang Cui, 
Jiahao Sha, Xingxu Huang, Laura Guerrero, Phil Xie, Emily He, Bin Shen, and 
Chuan He. 2017. "YTHDC1 mediates nuclear export of N6-methyladenosine 
methylated mRNAs."  eLife 6:e31311. doi: 10.7554/eLife.31311. 

Roussou, I., G. Thireos, and B. M. Hauge. 1988. "Transcriptional-translational regulatory 
circuit in Saccharomyces cerevisiae which involves the GCN4 transcriptional 
activator and the GCN2 protein kinase."  Molecular and Cellular Biology 8 (5):2132. 

Roy, Bijoyita, and Albrecht G. von Arnim. 2013. "Translational Regulation of 
Cytoplasmic mRNAs."  The Arabidopsis Book:e0165. doi: 10.1199/tab.0165. 

Růžička, Kamil, Mi Zhang, Ana Campilho, Zsuzsanna Bodi, Muhammad Kashif, Mária 
Saleh, Dominique Eeckhout, Sedeer El-Showk, Hongying Li, Silin Zhong, Geert 
De Jaeger, Nigel P. Mongan, Jan Hejátko, Ykä Helariutta, and Rupert G. Fray. 
2017. "Identification of factors required for m(6) A mRNA methylation in 
Arabidopsis reveals a role for the conserved E3 ubiquitin ligase HAKAI."  The 
New phytologist 215 (1):157-172. doi: 10.1111/nph.14586. 

Saijo, Yusuke, Eliza Po-iian Loo, and Shigetaka Yasuda. 2018. "Pattern recognition 
receptors and signaling in plant–microbe interactions."  The Plant Journal 93 
(4):592-613. doi: 10.1111/tpj.13808. 

Scholler, E., F. Weichmann, T. Treiber, S. Ringle, N. Treiber, A. Flatley, R. Feederle, A. 
Bruckmann, and G. Meister. 2018. "Interactions, localization, and 
phosphorylation of the m(6)A generating METTL3-METTL14-WTAP complex."  
Rna 24 (4):499-512. doi: 10.1261/rna.064063.117. 

https://doi.org/10.1016/j.tplants.2018.06.004


 

64 

Schweighofer, A., V. Kazanaviciute, E. Scheikl, M. Teige, R. Doczi, H. Hirt, M. 
Schwanninger, M. Kant, R. Schuurink, F. Mauch, A. Buchala, F. Cardinale, and I. 
Meskiene. 2007. "The PP2C-type phosphatase AP2C1, which negatively regulates 
MPK4 and MPK6, modulates innate immunity, jasmonic acid, and ethylene 
levels in Arabidopsis."  Plant Cell 19 (7):2213-24. doi: 10.1105/tpc.106.049585. 

Scuteri, A., S. Sanna, W. M. Chen, M. Uda, G. Albai, J. Strait, S. Najjar, R. Nagaraja, M. 
Orru, G. Usala, M. Dei, S. Lai, A. Maschio, F. Busonero, A. Mulas, G. B. Ehret, A. 
A. Fink, A. B. Weder, R. S. Cooper, P. Galan, A. Chakravarti, D. Schlessinger, A. 
Cao, E. Lakatta, and G. R. Abecasis. 2007. "Genome-wide association scan shows 
genetic variants in the FTO gene are associated with obesity-related traits."  PLoS 
Genet 3 (7):e115. doi: 10.1371/journal.pgen.0030115. 

Seyfferth, Carolin, and Kenichi Tsuda. 2014. "Salicylic acid signal transduction: the 
initiation of biosynthesis, perception and transcriptional reprogramming."  
Frontiers in plant science 5:697-697. doi: 10.3389/fpls.2014.00697. 

Shen, Lisha, Zhe Liang, Xiaofeng Gu, Ying Chen, Zhi Wei Norman Teo, Xingliang Hou, 
Weiling Maggie Cai, Peter C Dedon, Lu Liu, and Hao Yu. 2016. "N6-
Methyladenosine RNA Modification Regulates Shoot Stem Cell Fate in 
Arabidopsis."  Developmental Cell. doi: 
http://dx.doi.org/10.1016/j.devcel.2016.06.008. 

Shi, H., Q. Shen, Y. Qi, H. Yan, H. Nie, Y. Chen, T. Zhao, F. Katagiri, and D. Tang. 2013. 
"BR-SIGNALING KINASE1 physically associates with FLAGELLIN SENSING2 
and regulates plant innate immunity in Arabidopsis."  Plant Cell 25 (3):1143-57. 
doi: 10.1105/tpc.112.107904. 

Shi, H., X. Wang, Z. Lu, B. S. Zhao, H. Ma, P. J. Hsu, C. Liu, and C. He. 2017. "YTHDF3 
facilitates translation and decay of N(6)-methyladenosine-modified RNA."  Cell 
Res 27 (3):315-328. doi: 10.1038/cr.2017.15. 

Shinya, T., K. Yamaguchi, Y. Desaki, K. Yamada, T. Narisawa, Y. Kobayashi, K. Maeda, 
M. Suzuki, T. Tanimoto, J. Takeda, M. Nakashima, R. Funama, M. Narusaka, Y. 
Narusaka, H. Kaku, T. Kawasaki, and N. Shibuya. 2014. "Selective regulation of 

http://dx.doi.org/10.1016/j.devcel.2016.06.008


 

65 

the chitin-induced defense response by the Arabidopsis receptor-like 
cytoplasmic kinase PBL27."  Plant J 79 (1):56-66. doi: 10.1111/tpj.12535. 

Śledź, Paweł, and Martin Jinek. 2016. "Structural insights into the molecular mechanism 
of the m6A writer complex."  eLife 5:e18434. doi: 10.7554/eLife.18434. 

Song, J., W. E. Durrant, S. Wang, S. Yan, E. H. Tan, and X. Dong. 2011. "DNA repair 
proteins are directly involved in regulation of gene expression during plant 
immune response."  Cell Host Microbe 9 (2):115-24. doi: 
10.1016/j.chom.2011.01.011. 

Spoel, S. H., and X. Dong. 2012. "How do plants achieve immunity? Defence without 
specialized immune cells."  Nat Rev Immunol 12 (2):89-100. doi: 10.1038/nri3141. 

Staiger, D., C. Korneli, M. Lummer, and L. Navarro. 2013. "Emerging role for RNA-
based regulation in plant immunity."  New Phytol 197 (2):394-404. doi: 
10.1111/nph.12022. 

Tao, Yi, Zhiyi Xie, Wenqiong Chen, Jane Glazebrook, Hur-Song Chang, Bin Han, Tong 
Zhu, Guangzhou Zou, and Fumiaki Katagiri. 2003. "Quantitative Nature of 
Arabidopsis Responses during Compatible and Incompatible Interactions with 
the Bacterial Pathogen &lt;em&gt;Pseudomonas syringae&lt;/em&gt."  The Plant 
Cell 15 (2):317. doi: 10.1105/tpc.007591. 

Tsuda, Kenichi, and Fumiaki Katagiri. 2010. "Comparing signaling mechanisms engaged 
in pattern-triggered and effector-triggered immunity."  Current Opinion in Plant 
Biology 13 (4):459-465. doi: https://doi.org/10.1016/j.pbi.2010.04.006. 

van Verk, M. C., J. F. Bol, and H. J. Linthorst. 2011. "WRKY transcription factors involved 
in activation of SA biosynthesis genes."  BMC Plant Biol 11:89. doi: 10.1186/1471-
2229-11-89. 

Vlot, A. Corina, D'Maris Amick Dempsey, and Daniel F. Klessig. 2009. "Salicylic Acid, a 
Multifaceted Hormone to Combat Disease."  Annual Review of Phytopathology 47 
(1):177-206. doi: doi:10.1146/annurev.phyto.050908.135202. 

https://doi.org/10.1016/j.pbi.2010.04.006


 

66 

Wan, J., X. C. Zhang, D. Neece, K. M. Ramonell, S. Clough, S. Y. Kim, M. G. Stacey, and 
G. Stacey. 2008. "A LysM receptor-like kinase plays a critical role in chitin 
signaling and fungal resistance in Arabidopsis."  Plant Cell 20 (2):471-81. doi: 
10.1105/tpc.107.056754. 

Wang, D., N. Amornsiripanitch, and X. Dong. 2006. "A genomic approach to identify 
regulatory nodes in the transcriptional network of systemic acquired resistance 
in plants."  PLoS Pathog 2 (11):e123. doi: 10.1371/journal.ppat.0020123. 

Wang, S., W. E. Durrant, J. Song, N. W. Spivey, and X. Dong. 2010. "Arabidopsis BRCA2 
and RAD51 proteins are specifically involved in defense gene transcription 
during plant immune responses."  Proc Natl Acad Sci U S A 107 (52):22716-21. doi: 
10.1073/pnas.1005978107. 

Wang, X., B. S. Zhao, I. A. Roundtree, Z. Lu, D. Han, H. Ma, X. Weng, K. Chen, H. Shi, 
and C. He. 2015. "N(6)-methyladenosine Modulates Messenger RNA Translation 
Efficiency."  Cell 161 (6):1388-99. doi: 10.1016/j.cell.2015.05.014. 

Wang, Xiao, Zhike Lu, Adrian Gomez, Gary C. Hon, Yanan Yue, Dali Han, Ye Fu, Marc 
Parisien, Qing Dai, Guifang Jia, Bing Ren, Tao Pan, and Chuan He. 2013. "N6-
methyladenosine-dependent regulation of messenger RNA stability."  Nature 
advance online publication. doi: 10.1038/nature12730 
http://www.nature.com/nature/journal/vaop/ncurrent/abs/nature12730.html#sup
plementary-information. 

Wei, Lian-Huan, Peizhe Song, Ye Wang, Zhike Lu, Qian Tang, Qiong Yu, Yu Xiao, Xiao 
Zhang, Hong-Chao Duan, and Guifang Jia. 2018. "The m6A Reader ECT2 
Controls Trichome Morphology by Affecting mRNA Stability in Arabidopsis."  
The Plant Cell 30 (5):968. 

Wiermer, M., Y. T. Cheng, J. Imkampe, M. Li, D. Wang, V. Lipka, and X. Li. 2012. 
"Putative members of the Arabidopsis Nup107-160 nuclear pore sub-complex 
contribute to pathogen defense."  Plant J 70 (5):796-808. doi: 10.1111/j.1365-
313X.2012.04928.x. 

http://www.nature.com/nature/journal/vaop/ncurrent/abs/nature12730.html#supplementary-information
http://www.nature.com/nature/journal/vaop/ncurrent/abs/nature12730.html#supplementary-information


 

67 

Wildermuth, M. C., J. Dewdney, G. Wu, and F. M. Ausubel. 2001. "Isochorismate 
synthase is required to synthesize salicylic acid for plant defence."  Nature 414 
(6863):562-5. doi: 10.1038/35107108. 

Wojtas, M. N., R. R. Pandey, M. Mendel, D. Homolka, R. Sachidanandam, and R. S. 
Pillai. 2017. "Regulation of m(6)A Transcripts by the 3'-->5' RNA Helicase 
YTHDC2 Is Essential for a Successful Meiotic Program in the Mammalian 
Germline."  Mol Cell 68 (2):374-387.e12. doi: 10.1016/j.molcel.2017.09.021. 

Xiang, Yang, Benoit Laurent, Chih-Hung Hsu, Sigrid Nachtergaele, Zhike Lu, Wanqiang 
Sheng, Chuanyun Xu, Hao Chen, Jian Ouyang, Siqing Wang, Dominic Ling, 
Pang-Hung Hsu, Lee Zou, Ashwini Jambhekar, Chuan He, and Yang Shi. 2017. 
"RNA m6A methylation regulates the ultraviolet-induced DNA damage 
response."  Nature 543 (7646):573-576. doi: 10.1038/nature21671 
http://www.nature.com/nature/journal/v543/n7646/abs/nature21671.html#supple
mentary-information. 

Xiao, W., S. Adhikari, U. Dahal, Y. S. Chen, Y. J. Hao, B. F. Sun, H. Y. Sun, A. Li, X. L. 
Ping, W. Y. Lai, X. Wang, H. L. Ma, C. M. Huang, Y. Yang, N. Huang, G. B. Jiang, 
H. L. Wang, Q. Zhou, X. J. Wang, Y. L. Zhao, and Y. G. Yang. 2016. "Nuclear 
m(6)A Reader YTHDC1 Regulates mRNA Splicing."  Mol Cell 61 (4):507-519. doi: 
10.1016/j.molcel.2016.01.012. 

Xu, F., S. Xu, M. Wiermer, Y. Zhang, and X. Li. 2012. "The cyclin L homolog MOS12 and 
the MOS4-associated complex are required for the proper splicing of plant 
resistance genes."  Plant J 70 (6):916-28. doi: 10.1111/j.1365-313X.2012.04906.x. 

Xu, Guoyong, George H. Greene, Heejin Yoo, Lijing Liu, Jorge Marqués, Jonathan 
Motley, and Xinnian Dong. 2017. "Global translational reprogramming is a 
fundamental layer of immune regulation in plants."  Nature 545 (7655):487-490. 
doi: 10.1038/nature22371 
http://www.nature.com/nature/journal/v545/n7655/abs/nature22371.html#supple
mentary-information. 

Yan, Shunping, Wei Wang, Jorge Marqués, Rajinikanth Mohan, Abdelaty Saleh, 
Wendy E Durrant, Junqi Song, and Xinnian Dong. 2013. "Salicylic Acid Activates 

http://www.nature.com/nature/journal/v543/n7646/abs/nature21671.html#supplementary-information
http://www.nature.com/nature/journal/v543/n7646/abs/nature21671.html#supplementary-information
http://www.nature.com/nature/journal/v545/n7655/abs/nature22371.html#supplementary-information
http://www.nature.com/nature/journal/v545/n7655/abs/nature22371.html#supplementary-information


 

68 

DNA Damage Responses to Potentiate Plant Immunity."  Molecular Cell 52 
(4):602-610. doi: https://doi.org/10.1016/j.molcel.2013.09.019. 

Yoshida, Kentaro, Verena J Schuenemann, Liliana M Cano, Marina Pais, Bagdevi 
Mishra, Rahul Sharma, Chirsta Lanz, Frank N Martin, Sophien Kamoun, and 
Johannes Krause. 2013. "The rise and fall of the Phytophthora infestans lineage 
that triggered the Irish potato famine."  Elife 2:e00731. 

Zhang, C., D. Samanta, H. Lu, J. W. Bullen, H. Zhang, I. Chen, X. He, and G. L. Semenza. 
2016. "Hypoxia induces the breast cancer stem cell phenotype by HIF-dependent 
and ALKBH5-mediated m6A-demethylation of NANOG mRNA."  Proc Natl Acad 
Sci 113. doi: 10.1073/pnas.1602883113. 

Zhang, X. C., and W. Gassmann. 2003. "RPS4-mediated disease resistance requires the 
combined presence of RPS4 transcripts with full-length and truncated open 
reading frames."  Plant Cell 15 (10):2333-42. doi: 10.1105/tpc013474. 

Zhang, X. C., and W. Gassmann. 2007. "Alternative splicing and mRNA levels of the 
disease resistance gene RPS4 are induced during defense responses."  Plant 
Physiol 145 (4):1577-87. doi: 10.1104/pp.107.108720. 

Zhang, Y., W. Fan, M. Kinkema, X. Li, and X. Dong. 1999. "Interaction of NPR1 with 
basic leucine zipper protein transcription factors that bind sequences required for 
salicylic acid induction of the PR-1 gene."  Proc Natl Acad Sci U S A 96 (11):6523-8. 

Zhao, Boxuan Simen, Ian A. Roundtree, and Chuan He. 2016. "Post-transcriptional gene 
regulation by mRNA modifications."  Nat Rev Mol Cell Biol advance online 
publication. doi: 10.1038/nrm.2016.132 
http://www.nature.com/nrm/journal/vaop/ncurrent/abs/nrm.2016.132.html#supp
lementary-information. 

Zheng, G., J. A. Dahl, Y. Niu, P. Fedorcsak, C. M. Huang, C. J. Li, C. B. Vagbo, Y. Shi, W. 
L. Wang, S. H. Song, Z. Lu, R. P. Bosmans, Q. Dai, Y. J. Hao, X. Yang, W. M. 
Zhao, W. M. Tong, X. J. Wang, F. Bogdan, K. Furu, Y. Fu, G. Jia, X. Zhao, J. Liu, 
H. E. Krokan, A. Klungland, Y. G. Yang, and C. He. 2013. "ALKBH5 is a 

https://doi.org/10.1016/j.molcel.2013.09.019
http://www.nature.com/nrm/journal/vaop/ncurrent/abs/nrm.2016.132.html#supplementary-information
http://www.nature.com/nrm/journal/vaop/ncurrent/abs/nrm.2016.132.html#supplementary-information


 

69 

mammalian RNA demethylase that impacts RNA metabolism and mouse 
fertility."  Mol Cell 49 (1):18-29. doi: 10.1016/j.molcel.2012.10.015. 

Zhong, Silin, Hongying Li, Zsuzsanna Bodi, James Button, Laurent Vespa, Michel 
Herzog, and Rupert G Fray. 2008. "MTA is an Arabidopsis messenger RNA 
adenosine methylase and interacts with a homolog of a sex-specific splicing 
factor."  The Plant Cell Online 20 (5):1278-1288. 

Zhou, Jun, Ji Wan, Xiangwei Gao, Xingqian Zhang, Samie R. Jaffrey, and Shu-Bing Qian. 
2015. "Dynamic m6A mRNA methylation directs translational control of heat 
shock response."  Nature 526 (7574):591-594. doi: 10.1038/nature15377 
http://www.nature.com/nature/journal/v526/n7574/abs/nature15377.html#supple
mentary-information. 

Zipfel, C., G. Kunze, D. Chinchilla, A. Caniard, J. D. Jones, T. Boller, and G. Felix. 2006. 
"Perception of the bacterial PAMP EF-Tu by the receptor EFR restricts 
Agrobacterium-mediated transformation."  Cell 125 (4):749-60. doi: 
10.1016/j.cell.2006.03.037. 

Zipfel, Cyril. 2014. "Plant pattern-recognition receptors."  Trends in Immunology 35 
(7):345-351. doi: https://doi.org/10.1016/j.it.2014.05.004. 

http://www.nature.com/nature/journal/v526/n7574/abs/nature15377.html#supplementary-information
http://www.nature.com/nature/journal/v526/n7574/abs/nature15377.html#supplementary-information
https://doi.org/10.1016/j.it.2014.05.004

	Abstract
	List of Figures
	Abbreviations
	Acknowledgements
	1. Introduction to the plant immune system, GCN2, and m6A
	1.1 Introduction to the plant immune system
	1.1.1 Pattern-Triggered Immunity (PTI)
	1.1.2 Effector-Triggered Susceptibility (ETS) and Effector-Triggered Immunity (ETI)
	1.1.3 Systemic Acquired Resistance (SAR)
	1.1.4 Epigenetic regulators of plant immunity
	1.1.5 Post-transcriptional regulation of plant immunity

	1.2 Introduction to GCN2
	1.3 Introduction to the m6A RNA modification
	1.3.1: m6A writers, readers, and erasers and effects on RNA metabolism and biological processes
	1.3.2 m6A-seq method overview:

	1.4 Dissertation outline:

	2. GCN2 mediates pathogen induced eIF2α phosphorylation but is not required for plant immunity against Psm
	2.1 Introduction
	2.2 Results
	2.2.1 eIF2α-P phosphorylation is induced by Psm avrRpt2 and elf18 in a GCN2-dependent manner
	2.2.2 GCN2 is not required for defense against Psm

	2.3 Discussion
	2.4: Materials and Methods
	2.4.1: Arabidopsis growth conditions
	2.4.2: Bacterial infection assays
	2.4.3: Detection of eIF2α-P through western blotting


	3. The m6A RNA modification is required for plant immunity and is dynamic in mRNAs upon immune induction
	3.1: Introduction
	3.2: Results
	3.2.2: Arabidopsis lines deficient in m6A are defective in plant immunity
	3.2.3: Arabidopsis m6A reader and eraser proteins do not appear to be involved in plant immunity
	3.2.4: m6A transcriptome dynamics of Arabidopsis plants upon elf18 and SA treatments

	3.3: Discussion
	3.4: Materials and Methods
	3.4.1: Arabidopsis plant lines and growth conditions
	2.4.2: Bacterial and Hpa infection assays
	2.4.3: elf18-induced MAPK activation
	2.4.4: m6A-seq
	2.4.5: Data processing for m6A-seq


	4. Conclusions and future perspectives

