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The plant defense hormone salicylic acid (SA) is perceived by two classes of receptors, NPR1 and NPR3/NPR4. They function
in two parallel pathways to regulate SA-induced defense gene expression. To better understand the roles of the SA receptors
in plant defense, we systematically analyzed their contributions to different aspects of Arabidopsis (Arabidopsis thaliana)
plant immunity using the SA-insensitive npr1-1 npr4-4D double mutant. We found that perception of SA by NPR1 and NPR4 is
required for activation of N-hydroxypipecolic acid biosynthesis, which is essential for inducing systemic acquired resistance.
In addition, both pattern-triggered immunity (PTI) and effector-triggered immunity (ETI) are severely compromised in the
npr1-1 npr4-4D double mutant. Interestingly, the PTI and ETI attenuation in npr1-1 npr4-4D is more dramatic compared with
the SA-induction deficient2-1 (sid2-1) mutant, suggesting that the perception of residual levels of SA in sid2-1 also contributes
to immunity. Furthermore, NPR1 and NPR4 are involved in positive feedback amplification of SA biosynthesis and regulation
of SA homeostasis through modifications including 5-hydroxylation and glycosylation. Thus, the SA receptors NPR1 and
NPR4 play broad roles in plant immunity.

INTRODUCTION

Plants have evolved diverse mechanisms to defend themselves
against microbial pathogen infections. Plants perceive patho-
gens by pattern-recognition receptors or resistance (R) proteins
at the infection sites, which triggers the activation of local de-
fenses that lead toasecondary immune response indistal tissues
termed systemic acquired resistance (SAR; Jones and Dangl,
2006; Fu and Dong, 2013; Zhou and Zhang, 2020). Pattern-
recognition receptors recognize conserved molecules present
in groups of microorganisms during pattern-triggered immunity
(PTI), collectively known as microbe-associated molecular
patterns (Zipfel, 2014). For example, the conserved 22-amino
acid flg22 peptide, derived from the N terminus of bacterial
flagellin, is recognized by the receptor kinase FLAGELLIN-
SENSITIVE2 (Gómez-GómezandBoller, 2000). At the same time,

plant R proteins detect fast-evolving effector proteins secreted
from pathogens and used for colonization, leading to the acti-
vation of effector-triggered immunity (ETI; Cui et al., 2015; Li
et al., 2015). Most R genes encode nucleotide binding leucine-
rich repeat receptors (NLRs; Li et al., 2015). Typical NLRs can be
classified into twosubgroupsbasedon theirN-terminal domains:
Toll/Interleukin1 Receptor-type NLRs (TNLs) and Coiled Coil-
type NLRs (CNLs). Differential signaling events occur down-
stream of TNLs and CNLs. ENHANCED DISEASE SUSCEPTI-
BILITY1 (EDS1) is essential for immunitymediatedbyTNLs,while
NON-RACE-SPECIFIC DISEASE RESISTANCE1 (NDR1) is re-
quired for disease resistance activated by some CNLs (Aarts
et al., 1998).
Salicylic acid (SA) is a phytohormone with critical roles in both

local defense and SAR (Vlot et al., 2009; Zhang and Li, 2019). In
Arabidopsis (Arabidopsis thaliana), SA is perceived by two
classes of receptors: NONEXPRESSER OF PR GENES1 (NPR1)
and NPR1-LIKE PROTEIN 3 (NPR3)/NPR4, which activate two
parallel signaling pathways to stimulate the expression of
defense-related genes and immunity (Fu et al., 2012; Wu et al.,
2012; Ding et al., 2018). As NPR family proteins do not contain
DNAbinding domains, NPR1 andNPR3/NPR4must interact with
the transcription factors TGACG SEQUENCE-SPECIFIC
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BINDING PROTEIN (TGA) TGA2/TGA5/TGA6 for signal trans-
duction (Zhanget al., 1999;Després et al., 2000; Zhouet al., 2000;
Zhang et al., 2006). NPR1 functions as a transcriptional activator
(Fan and Dong, 2002; Rochon et al., 2006), and binding of SA to
NPR1 promotes its activity (Wu et al., 2012; Ding et al., 2018).
NPR3/NPR4, by contrast, serve as transcriptional repressors to
repress the expression SA-responsive genes in the absence of
pathogen infection. Binding of SA to NPR3/NPR4 inhibits their
transcriptional repressor activity, leading to derepression of their
target genes and activation of defense (Ding et al., 2018). In
addition to transcriptional repression, NPR3/NPR4 were also
proposed to function in the regulation of NPR1 stability (Fu et al.,
2012).

In land plants, SA is synthesized from shikimate through either
Phe or isochorismate (Huang et al., 2020). Upon pathogen in-
fection, SA levels in Arabidopsis plants drastically increase due to
enhanced SA biosynthesis through the isochorismate pathway
(Wildermuth et al., 2001; Rekhter et al., 2019). The expression of
SA-DEFICIENT2 (SID2), which encodes the SA biosynthesis en-
zyme ISOCHORISMATE SYNTHASE1 (ICS1), is rapidly induced
(Wildermuth et al., 2001). The induction of SID2/ICS1 by patho-
gens is largely facilitated by the transcription factors SYSTEMIC
ACQUIRED RESISTANCE DEFICIENT1 (SARD1) and CAM
BINDING PROTEIN60-LIKE g (CBP60g; Wang et al., 2009, 2011;
Zhang et al., 2010). Loss of SARD1 or CBP60g results in dramatic
reduction of ICS1 induction and SA biosynthesis. In addition to
ICS1, twoother SAbiosynthesis genes, avrPphBSUSCEPTIBLE3
(PBS3) and EDS5, are also transcriptionally regulated by SARD1
and CBP60g (Sun et al., 2015).

2,5-Dihydroxybenzoic acid (2,5-DHBA) is amajorSAcatabolite,
and its formation through SA hydroxylation plays a critical role in
maintaining SA homeostasis (Zhang et al., 2017). DOWNY MIL-
DEW RESISTANT6 (DMR6) encodes an SA 5-hydroxylase (S5H)
that converts SA to 2,5-DHBA (Zhang et al., 2017). In dmr6mutant
plants, SA cannot be converted to 2,5-DHBA, leading to elevated

SA levels and enhanced disease resistance (van Damme et al.,
2008; Zhang et al., 2017). During senescence, Arabidopsis plants
also accumulate high levels of 2,3-DHBA (Zhang et al., 2017), due
to the conversion of SA catalyzed by an SA 3-hydroxylase (S3H)
that isparalogous toDMR6/S5H (Zhangetal., 2013). In thes5hs3h
doublemutant, SA levels further increase comparedwith thedmr6
single mutant, leading to severe dwarfism and autoimmunity
(Zhang et al., 2017). Despite the importance of DMR6 in main-
taining SA levels, it is currently unknown how it is transcriptionally
regulated.
In addition to SA, N-hydroxypipecolic acid (NHP) and its pre-

cursor pipecolic acid (Pip) also play key roles in plant immune
signaling and are required for SAR (Navarova et al., 2012; Chen
et al., 2018; Hartmann et al., 2018). Pip is biosynthesized from Lys
in two sequential reactions catalyzed by the amino acid trans-
ferase AGD2-LIKE DEFENSE RESPONSE PROTEIN1 (ALD1) and
the reductase SARD4 (Ding et al., 2016; Hartmann et al., 2017).
FLAVIN-DEPENDENT MONOOXYGENASE1 (FMO1) further
converts Pip into NHP,whichmost likely serves as amobile signal
for SAR (Chen et al., 2018; Hartmann et al., 2018). Upon pathogen
infection, ALD1, SARD4, and FMO1 expression is dramatically
induced, leading to increased biosynthesis of Pip and NHP. The
induction of ALD1, SARD4, and FMO1, and thus of Pip and NHP
biosynthesis, also depends on SARD1 and CBP60g (Sun et al.,
2015, 2018, 2020). Furthermore, the transcription factor WRKY33
is similarly involved in the induction of ALD1 and Pip biosynthesis
during infection by Pseudomonas syringae pv tomato (Pto)
DC3000 avrRpt2 (Wang et al., 2018).
Here, we systematically examined the roles of SA and its

receptors in PTI, ETI, and SAR by taking advantage of the npr1-1
npr4-4D double mutant, which blocks both SA perception
pathways. We determined that both activation of NPR1 and in-
hibition of NPR3/NPR4 by SA are required for SAR and contribute
toPTI andETI. In addition, SAperception alsoplays critical roles in
regulating the biosynthesis and catabolism of NHP and SA.
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RESULTS

Regulation of SAR and NHP Levels by the SA Receptors
NPR1 and NPR4

Arabidopsis NPR1 was previously shown to be required for SAR
(Cao et al., 1994). To test whether SAR is affected in the gain-of-
function SA-insensitive mutant npr4-4D, we compared SAR
responses inwild-typeColumbia-0 (Col-0),npr1-1,npr4-4D, and
npr1-1 npr4-4D plants using a previously developed SAR assay
(Zhang et al., 2010). As shown in Figure 1, the bacterial pathogen

Pseudomonas syringae pv maculicola (Psm) ES4326 induced
SAR inwild-type plants, as it conferred strong resistance against
the virulent oomycete pathogen Hyaloperonospora arabidop-
sidis (Hpa) Noco2, whereas npr1-1 plants showed severely
compromised SAR, consistent with a previous report (Zhang
et al., 2010). Notably, SAR was also severely compromised in
npr4-4D and completely lost in the npr1 npr4-4D doublemutant,
suggesting that constitutive repression of SA signaling in npr4-
4D dampens SAR, and both branches of SA signaling are re-
quired for SAR.
Although SA is known to be required for SAR, how it affects

SAR is unclear. Since NHP serves as the likely mobile signal for
SAR, we tested whether SA signaling contributes to the bio-
synthesis of NHP and its precursor Pip. We measured Pip and
NHP levels in the wild type and the nprmutants after infection by
Psm ES4326. Pip levels were much lower in npr1-1 and npr4-4D
plants than in thewild type andwere reduced to trace amounts in
the npr1-1 npr4-4D double mutant (Figure 1B), suggesting that
NPR1 and NPR4 regulate Pip accumulation in response to
pathogen infection. In agreement with a previous report, NHP
levels significantly increased in npr1-1 compared with the wild
type (Hartmann et al., 2018), whereas npr4-4D plants accu-
mulated similar amounts of NHP as the wild type. However, the
npr1-1 npr4-4D doublemutant accumulated very little NHP after
Psm ES4326 infection (Figure 1C), indicating that NPR1 and
NPR4 function in parallel to regulate pathogen-induced NHP
accumulation. Further analysis showed that O-glycosylated
NHP (NHP-OG) levels significantly decreased in npr1-1 and
npr4-4D plants relative to the wild type and dropped further in
npr1-1 npr4-4D (Figure 1D).

Regulation of the Expression of NHP Biosynthetic Genes by
NPR1 and NPR4

As we observed lower NHP levels in npr1-1 npr4-4D plants, we
next tested whether NPR1 and NPR4 regulate the expression of
the NHP biosynthesis genes ALD1, SARD4, and FMO1 upon
infection by examining their transcript levels in npr1-1, npr4-4D,
and npr1 npr4-4D plants infiltrated with Psm ES4326. Consistent
with Pip levels, thePsm ES4326-mediated induction ofALD1 and
SARD4 expression was greatly reduced in npr4-4D and almost
completely abolished in npr1-1 npr4-4D plants (Figures 2A and
2B). By contrast, induction of FMO1 by Psm ES4326 was com-
parable innpr1-1andwild-typeplants but greatly reduced innpr4-
4D and was further decreased in npr1-1 npr4-4D (Figure 2C).
These findings suggest that NPR1 and NPR4 independently
regulate the expression of NHP biosynthesis genes. As the
transcript levels of ALD1, SARD4, and FMO1 are not higher in
npr1-1 than in the wild type, the increased NHP accumulation in
npr1-1 shown in Figure 1C is unlikely to be due to increased NHP
biosynthesis.
To examine whether SA induces the expression of NHP bio-

synthetic genes, we first checked a transcriptome deep se-
quencing (RNA-seq) data set for SA-induced gene expression in
the wild type and npr mutants (Ding et al., 2018). ALD1, SARD4,
and FMO1 were among the genes significantly induced by SA in
wild-type plants. To validate the RNA-seq data, wemeasured the
expression of these three genes before and after SA treatment by

Figure 1. Regulation of SAR and NHP Levels by NPR1 and NPR4.

(A) Growth of Hpa Noco2 on the distal leaves of wild-type Col-0, npr1-1,
npr4-4D, and npr1-1 npr4-4D plants in a SARassay. Two primary leaves of
3-week-old plants were infiltrated with Psm ES4326 (OD600 5 0.001) or
10 mMMgCl2 (mock) 2 d before the plants were sprayed with Hpa Noco2
spore suspension (50,000/mL in water). We included 15 plants for each
treatment. Disease symptoms were scored 7 d later by counting the
number of conidiophores on the distal leaves. Disease ratings are as
follows: 0, no conidiophores on plants; 1, one leaf is infected with nomore
than five conidiophores; 2, one leaf is infected with more than five con-
idiophores; 3, two leaves are infected but with no more than five con-
idiophores on each infected leaf; 4, two leaves are infected with more than
five conidiophores on each infected leaf; 5, more than two leaves are in-
fected with more than five conidiophores. The experiment was repeated
three times with independently grown plants, yielding similar results.
(B) and (C) Amounts of Pip (B) and NHP (C) in leaf tissue for the indicated
genotypes24hafter infiltrationwithPsmES4326 (OD60050.001) or 10mM
MgCl2 (Mock).
(D) Amounts of NHP-OG in leaf samples 24 h after treatment with Psm
ES4326 (OD600 5 0.001) or 10 mM MgCl2 (Mock).
For (B) to (D), error bars represent SD of three independent biological
replicates from 4-week-old plants. Different letters indicate samples with
statistical differences (P < 0.05, Student’s t test; n5 3). FW, fresh weight;
nd, not detectable. These experiments were repeated twice with in-
dependently grown plants, yielding similar results.
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RT-qPCR. As shown in Figures 2D to 2F, SA strongly induced the
expression of these three genes, and the induction was signifi-
cantly lower in npr1-1 and further reduced in the npr1-1 npr4-4D
double mutant. Thus, SA and SA perception are required for
pathogen-induced NHP biosynthesis.

As NPR proteins interact with TGA transcription factors for
signaling,wenext examinedwhetherTGAsmightcontribute to the
induction of NHP biosynthetic genes. Sequence analysis identi-
fied a single TGACG motif in the promoter regions of ALD1 and
FMO1 but none in the SARD4 promoter (Supplemental Table 1).

Figure 2. Regulation of ALD1, SARD4, and FMO1 Transcript Levels by NPR1 and NPR4.

(A) to (C) Induction of ALD1 (A), SARD4 (B), and FMO1 (C) expression in the leaves of 4-week-old wild-type Col-0, npr1-1, npr4-4D, and npr1-1 npr4-4D
plants 24 h after infiltration with Psm ES4326 (OD600 5 0.001) or 10 mM MgCl2 (Mock).
(D) to (F) Induction of ALD1 (D), SARD4 (E), and FMO1 (F) expression in 2-week-old seedlings for wild-type Col-0, npr1-1, npr4-4D, and npr1-1 npr4-4D
before (0 h) and after (1 h) treatment with 50 mM SA.
(G) Binding of TGA2 to the ALD1 and FMO1 promoter regions, as determined by ChIP experiments. ChIP was performed using anti-TGA2 antibodies and
protein A-agarose beads or protein A-agarose beads alone (no-antibody control). For each genotype, we calculated the fold change of ChIP signal for anti-
TGA2 antibodies relative to the no-antibody control. Data represent measurements of four samples from two independent experiments. No statistical
differences were detected between ChIP signals from the wild type and tga2 tga5 tga6 for each promoter tested (Student’s t test; n 5 4).
(H) and (I) Induction ofSARD1 (H) andCBP60g (I) expression in leaf tissue of 4-week-oldwild-typeCol-0, npr1-1, npr4-4D, and npr1-1 npr4-4D plants 24 h
after infiltration with Psm ES4326 (OD600 5 0.001) or 10 mM MgCl2 (Mock).
Values were normalized to ACTIN1 expression. Error bars represent SD of three independent biological replicates. Different letters indicate samples with
statistical differences: P < 0.01 ([A] to [C]) and P < 0.05 ([D] to [F], [H], and [I]), Student’s t test (n 5 3).
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We performed chromatin immunoprecipitation (ChIP)-qPCR
analysis using anti-TGA2 antibodies to determine whether TGA
transcription factors are targeted to the ALD1 and FMO1 pro-
moters. As shown in Figure 2G, we detected no significant en-
richment of ALD1 or FMO1 promoter DNA fragments in the
immunoprecipitated chromatin samples. Together, these data
suggest that ALD1 and FMO1, as well as SARD4, are most likely
not direct targets of TGA2/TGA5/TGA6.

SARD1 and CBP60g are known to directly regulate the ex-
pression of ALD1, SARD4, and FMO1 (Wang et al., 2009; Zhang
et al., 2010; Sun et al., 2015, 2018), prompting us to check whether
their induction by Psm ES4326 is dependent on SA signaling. As
shown in Figures 2H and 2I, the npr1-1 npr4-4D double mutant
almost completely blocked the induction of both SARD1 and
CBP60g, indicating that NPR1 and NPR4 likely modulate the ex-
pressionofALD1,SARD4,andFMO1 throughSARD1andCBP60g.

Perception of SA by NPR1 and NPR4 Is Required for
NHP-Induced Immunity

Because NHP induces the expression of SA biosynthetic genes
(Chen et al., 2018; Hartmann et al., 2018), we examined whether
theperceptionofSAbyNPR1andNPR4maybe required forNHP-
induced immunity. We first infiltrated primary leaves with 1 mM
NHP and later spray-inoculated the entire plants with a spore
suspension of Hpa Noco2. As shown in Figure 3A, we observed
very little growth of the pathogen on wild-type plants pretreated
withNHP, suggesting thatNHP induces strong resistance against
HpaNoco2.Bycontrast,NHP-pretreatednpr1-1,npr4-4D,npr1-1
npr4-4D, and sid2-1 plants remained susceptible to Hpa Noco2,
indicating thatSAsignaling is required forNHP-induced immunity.
To confirm that SA perception is required for NHP-triggered

immunity, we crossed the npr1-1 and npr4-4D mutants with the

Figure 3. Roles of NPR1 and NPR4 in NHP-Induced Immunity.

(A)NHP-induced immunity againstHpaNoco2 inwild-typeCol-0, npr1-1, npr4-4D, npr1-1 npr4-4D, sid2-1, and fmo1-1plants. Two primary leaves from3-
week-oldplantswere infiltratedwith1mMNHPorwater 1dbeforeplantswere sprayedwithHpaNoco2spore suspension (50,000/mL inwater). A total of 15
plants were scored for each treatment. Disease symptoms were scored 7 d later using the disease rating scores (0 to 5) described in Figure 1A.
(B) Morphology of 3-week-old wild-type Col-0, FMO1-3D, npr1-1 FMO1-3D, npr4-4D FMO1-3D, and npr1-1 npr4-4D FMO1-3D plants. Bar 5 1 cm.
(C) Growth of Hpa Noco2 in 2-week-old seedlings of the indicated genotypes.
(D) Morphology of 3-week-old wild-type Col-0, FMO1-3D, and sid2-1 FMO1-3D plants. Bar 5 1 cm.
(E) Growth of Hpa Noco2 on 2-week-old wild-type Col-0, FMO1-3D, sid2-1 FMO1-3D, and sid2-1 seedlings.
Error bars in (C) and (E) represent SD of four independent biological replicates. Different letters indicate samples with statistical differences (P < 0.01,
Student’s t test; n5 4). FW, fresh weight. For (A), (C), and (E), the experiments were repeated twice using independently grown plants, with similar results.
(F) and (G) Effects of excessive amounts of unlabeled SA or NHP on binding of recombinant NPR1 (F) and NPR4 (G) proteins to [3H]SA in size-exclusion
chromatography.A totalof0.4mg/mLpurifiedHis6-MBP-NPR1orHis6-MBP-NPR4proteinwas incubatedwith200nM[3H]SA in50mLofPBSbufferwithor
without a 10,000-fold excess amount of unlabeled SA or NHP. A sample with no protein added (No protein) was used as a negative control. Error bars
represent SDof three independent reactions.Different letters indicate sampleswith statistical differences (P<0.01,Student’s t test;n53). Experimentswere
repeated twice using different batches of recombinant proteins, with similar results.
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FMO1-3D mutant, where FMO1 is overexpressed and defense
responses are constitutively activated, presumably due to in-
creased NHP biosynthesis (Koch et al., 2006). As shown in
Figure 3B, FMO1-3D exhibited morphological phenotypes such
as stunted growth and curly leaves typically associated with
autoimmunity. These phenotypeswere partially suppressed in the
npr1-1 FMO1-3D and npr4-4D FMO1-3D double mutants and
completely suppressed in the npr1-1 npr4-4D FMO1-3D triple
mutant. In addition, the npr1-1 and npr4-4D mutations also
blocked the enhanced resistance against Hpa Noco2 normally
seen in the FMO1-3D background (Figure 3C). Similarly, the
dwarfism and enhanced immunity of FMO1-3D plants were also
suppressed by the sid2-1mutation (Figures 3D and3E). Together,
these data further underscore that SA signaling is required for
NHP-activated immunity.

Since the NHP and SA molecules have similar structures, with
six-membered rings carrying carboxyl and hydroxyl substituents
in a 1,2-constellation, we tested whether NHPmight bind to NPR
proteins like SA.We performed [3H]SA-NPR binding assays in the
presence of excessive amounts of unlabeled substrates. As
shown in Figures 3F and 3G, the addition of unlabeled SA out-
competed thebindingof [3H]SA toNPR1andNPR4proteins,while
the addition of unlabeledNHP had no effect, suggesting that NHP
probably does not bind directly to NPR1/NPR4, at least not
through the same binding sites as SA.

Perception of SA by Both NPR1 and NPR4 Is Required
for PTI

Since nprmutants were shown to support enhanced growth of the
nonpathogenic bacterium Pto DC3000 hrcC (Ding et al., 2018), we
analyzed the contributions of the two branches of SA signaling to
PTI, using the sid2-1 mutant as a control. As shown in Figure 4A,
flg22-induced protection againstPtoDC3000 was compromised in
npr1-1 and npr4-4D to a similar extent and was further reduced in
npr1-1 npr4-4D, suggesting that perception of SA by NPR1 and
NPR4 contributes to flg22-induced immunity. Surprisingly, flg22-
induced protection against Pto DC3000 was more drastically re-
duced in npr1-1 npr4-4D than in sid2-1, suggesting that PTI ismore
severely compromised in npr1-1 npr4-4D than in sid2-1. Such
phenotypicdifferencesbetweenSAbiosynthesisandSAperception
mutants indicate amajor functionof the residual SA in sid2-1 for PTI.

In wild-type plants, the expression of SARD1, PATHOGENE-
SIS-RELATED1 (PR1), and PR2 is strongly induced by treatment
with Pto DC3000 hrcC. Here, we documented a significant re-
duction of this induction in npr1-1 and npr4-4D and an almost
complete loss in npr1-1 npr4-4D (Figures 4B to 4D), suggesting
that the perception of SA by NPR1 and NPR4 is required for the
expression of defense genes during PTI. Although sid2-1 blocked
Pto DC3000 hrcC-induced PR1 expression, we still detected
some induction of SARD1 and PR2 in sid2-1, suggesting that the
residual SA contributes to defense gene expression during PTI.

Perception of SA by NPR1 and NPR4 Is Required for ETI

Next, we examined the contribution of the two SA signaling
pathways in ETI by comparing the growth of the avirulent bacterial

strains Pto DC3000 AvrRpt2 and Pto DC3000 AvrRps4 in wild-
type, npr1-1, npr4-4D, npr1-1 npr4-4D, and sid2-1 plants. These
two bacterial strains trigger immunity mediated by the CNL RPS2
and theTNLRPS4, respectively.Asshown inFigure4E, thegrowth
of both pathogens significantly increased in npr1-1 and npr4-4D
relative to thewild type and increased even further in npr1-1 npr4-
4D, suggesting that perception of SA by NPR1 and NPR4 is im-
portant for ETI. The npr1-1 npr4-4D double mutant supported
a 34-fold higher growth of Pto DC3000 AvrRpt2 and a 12-fold
higher growth of Pto DC3000 AvrRps4 than the sid2-1 mutant,
indicating that defense conferred by the residual SA in sid2-1 is
also critical for ETI.
Treatment withPtoDC3000AvrRpt2orPtoDC3000AvrRps4 in

the wild type dramatically induced the expression of the defense-
related genesSARD1,PR1, andPR2 (Figures 4F to 4H). Induction
of all three genes was drastically reduced in npr1-1 npr4-4D. By
contrast, the induction of SARD1 and PR2 remained largely un-
affected in sid2-1 and only the expression of PR1 was SID2-
dependent, suggesting that the residual SA in sid2-1 contrib-
utes to defense gene expression during ETI.

PTI and ETI Are More Severely Compromised in npr1-1
npr4-4D Than in fmo1-1 sid2-1 Mutants

Since mutations in npr1-1 and npr4-4D not only directly affect SA
perception but also indirectly influence NHP production during
pathogen infection (Figure 1C), we tested whether the severe PTI
and ETI defects in npr1-1 npr4-4D are due to synergistic effects
between SA signaling defects and reduced NHP levels. To this
end, we compared npr1-1 npr4-4Dwith the fmo1-1 sid2-1 double
mutant, in which NHP- and pathogen-induced SA biosynthesis
are blocked. As shown in Figure 5, growth ofPtoDC3000 hrcCdid
not change in fmo1-1, sid2-1, and fmo1-1 sid2-1 but reached
considerably higher levels in npr1-1 npr4-4D. flg22-induced
protection against Pto DC3000 was reduced in both npr1-1
npr4-4D and fmo1-1 sid2-1 but was much more pronounced in
npr1-1 npr4-4D (Figure 5B). Consistent with a previous report in
which mutations in fmo1-1 and sid2-1 had additive effects on ETI
(Bartsch et al., 2006), growth of Pto DC3000 AvrRpt2 and Pto
DC3000 AvrRps4 was significantly higher in the fmo1-1 sid2-1
double mutant than in the single mutants (Figures 5C and 5D).
However, growth of the two avirulent bacterial strains was even
higher in npr1-1 npr4-4D than in fmo1-1 sid2-1. These results
further underscore the important roles played by residual SA in
sid2-1 during PTI and ETI.

NPR1 and NPR4 Regulate SA Hydroxylation by Controlling
DMR6 Expression

Arabidopsis npr1mutant plants have been shown to accumulate
higher levels of SA than the wild type (Delaney et al., 1995);
however, it was unclear whether this increase is only due to en-
hanced biosynthesis or also due to reduced catabolism. To test
whether NPR1 and NPR4 are involved in the regulation of SA
catabolism, we quantified 2,5-DHBA levels in wild-type, npr1-1,
npr4-4D, and npr1-1 npr4-4D plants. As shown in Figure 6, basal
2,5-DHBA levels were significantly lower in npr1-1 and npr4-4D
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and greatly reduced in npr1-1 npr4-4D plants compared with the
wild type. Similarly, 2,5-DHBA levels after pathogen infection also
decreased in npr1-1 and npr4-4D single mutants and reached
much lower levels in the npr1-1 npr4-4D double mutant. These

results suggest that both NPR1 and NPR4 are involved in regu-
lating the production of 2,5-DHBA,which is amajor SA catabolite.
Next, we examined whether the expression of DMR6, which

encodes a 5-hydroxylase converting free SA into 2,5-DHBA

Figure 4. Regulation of PTI and ETI by NPR1 and NPR4.

(A)Growth of PtoDC3000 on the leaves of 4-week-old wild-type Col-0, npr1-1, npr4-4D, npr1-1 npr4-4D, and sid2-1 plants after treatment with water or 1
mM flg22. After 24 h, the treated leaves were infiltrated with PtoDC3000 (OD6005 0.001). Samples were taken 3 d after PtoDC3000 inoculation. Error bars
represent SD from six biological replicates. The reduction of bacterial titer after flg22 treatment in each genotypewas regarded as flg22-induced protection.
The flg22-induced protection among different genotypes was compared using a two-way ANOVA test, and different letters indicate genotypes with
statistical differences (P < 0.05, Student’s t test; n 5 6). The experiment was repeated twice with independently grown plants, with similar results. CFU,
colony-forming units.
(B) to (D) Induction of SARD1 (B), PR1 (C), and PR2 (D) expression in the indicated genotypes 12 h after infiltration with PtoDC3000 hrcC or 10mMMgCl2
(Mock).
(E) Growth of Pto DC3000 AvrRpt2 and Pto DC3000 AvrRps4 in the indicated genotypes. Error bars represent SD from six biological replicates. Different
letters indicate samples with statistical differences (P < 0.05, Student’s t test; n5 6). The experiment was repeated three times with independently grown
plants, with similar results.
(F) to (H) Induction of SARD1 (F), PR1 (G), and PR2 (H) expression in the indicated genotypes 16 h after infiltration with 10 mM MgCl2 (Mock), Pto
DC3000 AvrRpt2, and Pto DC3000 AvrRps4.
In (B) to (D) and (F) to (H), values were normalized toACTIN1. Error bars represent SD from three independent biological replicates. Different letters indicate
samples with statistical differences (P < 0.05, Student’s t test; n 5 3). Plants used in all assays were 4 weeks old.
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(Zhang et al., 2017), is regulated by NPR1 and NPR4. Analysis of
a previously generated RNA-seq data set (Ding et al., 2018)
showed that the expression of DMR6 was induced by SA in wild-
typeplants,whichweconfirmedbyRT-qPCRanalysis (Figure6B).
The induction of DMR6 by SA was completely blocked in npr1-1
npr4-4D (Figure 6B). We also measured the expression levels of
DMR6 in wild-type and npr mutant plants treated with Pto
DC3000AvrRpt2. In themock treatment, the expression ofDMR6
was significantly lower in npr1-1 and npr4-4D than in thewild type
and was further reduced in npr1-1 npr4-4D (Figure 6C). Following
infection byPtoDC3000AvrRpt2,DMR6 expressionwas strongly
induced in the wild type, and this induction was reduced in npr1-1
as well as npr4-4D and completely blocked in the npr1-1 npr4-4D
double mutant. Together, these data suggest that NPR1 and
NPR4 regulate SA catabolism by modulating DMR6 expression.

Since both NPR1 and NPR4 work with the redundant TGA
transcription factors TGA2, TGA5, and TGA6 to regulate SA-
induced gene expression (Zhang et al., 1999, 2003, 2006;
Després et al., 2000), we examined the expression ofDMR6 in the
tga2 tga5 tga6 triple mutant with or without SA treatment.

Consistent with the requirement of TGA2/TGA5/TGA6 for the
transcriptional repression of SA-responsive genes by NPR3/
NPR4 (Ding et al., 2018), the basal expression level of DMR6 was
muchhigher in the tga2 tga5 tga6 triplemutant than in thewild type
(Figure 6D). However, treatment with SA did not further induce
DMR6 in tga2 tga5 tga6 plants, suggesting that TGAs may be
involved in the induction of DMR6 by SA.
In the promoter region of DMR6, we identified two TGACG

motifs that are 9 bp apart (Supplemental Table 1). To determine
whether DMR6 is a direct target of TGAs, we performed ChIP-
qPCR experiments on wild-type and tga2 tga5 tga6 plants using
anti-TGA2 antibodies. qPCR analysis of the immunoprecipitated
DNA revealed that DMR6 promoter fragments were significantly
enriched by anti-TGA2 antibodies in wild-type plants but not in
tga2 tga5 tga6plants (Figure 6E), suggesting that the transcription
factors TGA2/TGA5/TGA6 directly bind to the DMR6 promoter
region and thus, together with the SA receptors, regulate the
expression of DMR6.

NPR1 and NPR4 Regulate the Production of SAG and SA

As SA can also be glycosylated into SA 2-O-b-D-glucoside
(SAG), we examined whether NPR1 and NPR4 regulate the pro-
duction of SA as well as SAG. We measured and compared the
levels of free SA and SAG in the wild type, npr1-1, npr4-4D, and
npr1 npr4-4D. As shown in Figure 6F, undermock treatment, SAG
levels were significantly higher in npr1-1, npr4-4D, and npr1 npr4-
4D than in the wild type, suggesting that decreased SA 5-
hydroxylation in npr1-1 and npr4-4D mutant plants may be
compensatedby increasedSAglycosylation. The levels of freeSA
after infectionbyPtoDC3000AvrRpt2werecomparable in thewild
type, npr4-4D, and npr1 npr4-4D but were considerably higher in
npr1-1, consistent with a previous report (Delaney et al., 1995).
SAG levels after PtoDC3000AvrRpt2 infection were similar in the
wild type and npr1-1 but were significantly lower in npr4-4D and
were further reduced in the npr1-1 npr4-4D doublemutant. These
results suggest thatNPR1andNPR4 regulateSAaccumulation as
well as the conversion of SA to SAG.
There are at least three UDP-glucosyltransferases (UGTs) in-

volved in the conversion of SA to SAG in Arabidopsis. Of those,
UGT74F1 and UGT76B1 have high glucosyltransferase activity,
whereas UGT74F2 shows very low glucosyltransferase activity
(Noutoshi et al., 2012). Therefore, we focused our analysis on
UGT74F1 andUGT76B1. As shown in Supplemental Figure 1, the
expression of UGT74F1 was not induced upon infection by Pto
DC3000AvrRpt2, consistentwithprevious findings thatUGT74F1
is expressed at lowbut constitutive levels and is barely inducedby
biotic stresses (Noutoshi et al., 2012). In comparison, the ex-
pression of UGT76B1 was dramatically induced by Pto
DC3000AvrRpt2 inwild-type plants, but the inductionwas greatly
reduced in npr1-1 and npr4-4D and was almost completely
blocked in npr1-1 npr4-4D (Figure 6G). While SA also induced
UGT76B1 expression in the wild type, this induction was greatly
reduced in npr1-1 and npr4-4D and was completely blocked in
npr1-1 npr4-4D (Figure 6H), suggesting that NPR1 and NPR4 are
involved in regulating the expression of UGT76B1.
We further analyzed the expression levels of UGT76B1 l in the

tga2 tga5 tga6 triple mutant before and after SA treatment. As

Figure 5. Analysis of ImmuneDefects in npr1-1 npr4-4D and fmo1-1 sid2-
1 Double Mutants.

(A)GrowthofPtoDC3000hrcC inwild-typeCol-0,npr1-1npr4-4D, fmo1-1
sid2-1, fmo1-1, and sid2-1 plants.
(B) Growth of Pto DC3000 in the indicated genotypes after treatment with
water or flg22. The experiment was performed as described in Figure 4A.
The flg22-induced protection (the reduction of bacterial titer after flg22
treatment in each genotype) among different genotypes was compared
using a two-way ANOVA test.
(C) and (D) Growth of Pto DC3000 AvrRpt2 (C) and Pto DC3000 AvrRps4
(D) for the indicated genotypes.
Error bars represent SD from six biological replicates. Different letters in-
dicate sampleswith statistical differences (P<0.05, Student’s t test;n56).
Experiments were repeated twice with independently grown plants, with
similar results. Plants used in all assays were 4 weeks old. CFU, colony-
forming units.
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Figure 6. Regulation of SA Biosynthesis, Hydroxylation of SA, and Conversion of SA to SAG by NPR1 and NPR4.

(A) Levels of 2,5-DHBA in 4-week-old wild-type Col-0, npr1-1, npr4-4D, and npr1-1 npr4-4D plants treated with 10 mM MgCl2 (Mock) or Pto
DC3000 AvrRpt2.
(B) SA-induced expression of DMR6 in 2-week-old seedlings of the indicated genotypes.
(C) Induction of DMR6 expression in the leaves of 4-week-old plants of the indicated genotypes 16 h after infiltration with 10 mM MgCl2 (Mock) or Pto
DC3000 AvrRpt2.
(D) SA-induced expression of DMR6 in 2-week-old wild-type Col-0 and tga2 tga5 tga6 seedlings.
(E) Binding of TGA2 to the DMR6 promoter region, as determined by ChIP-qPCR.
(F) Levels of free SA and SAG in 4-week-old plants of the indicated genotypes treated with 10 mM MgCl2 (Mock) or Pto DC3000 AvrRpt2.
(G) Induction of UGT76B1 expression in the leaves of 4-week-old plants of the indicated genotypes 16 h after infiltration with 10 mMMgCl2 (Mock) or Pto
DC3000 AvrRpt2.
(H) SA-induced expression of UGT76B1 in 2-week-old seedlings of the indicated genotypes.
(I) SA-induced expression of UGT76B1 in 2-week-old wild-type Col-0 and tga2 tga5 tga6 seedlings.
(J) Binding of TGA2 to the UGT76B1 promoter region, as determined by ChIP-qPCR.
(K) to (M) Induction of ICS1 (K), EDS5 (L), andPBS3 (M) expression in the leaves of 4-week-old plants of the indicated genotypes 16 h after infiltration with
10 mM MgCl2 (Mock) or Pto DC3000 AvrRpt2.
For (A) and (F), error bars represent SD from four independent biological replicates. Different letters indicate samples with statistical differences (P < 0.05,
Student’s t test; n5 4). FW, fresh weight. These experiments were repeated three times with similar results. For (B), (D), (H), and (I), 2-week-old seedlings
were sprayed with 50 mMSA. RNA samples were collected before (2SA) and 1 h after (1SA) treatment. For (B) to (D), (G) to (I), and (K) to (M), values were
normalized toACTIN1. Error bars represent SD from three independentbiological replicates. Different letters indicate sampleswith statistical differences (P<
0.05, Student’s t test; n5 3). For (E) and (J), ChIPwasperformedusing anti-TGA2 antibodies andprotein A-agarose beadsor proteinA-agarose beadswith
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shown in Figure 6I, the expression level of UGT76B1 in tga2 tga5
tga6 was much higher than in the wild type but was not further
induced by SA treatment. There are two TGACG motifs in the
UGT76B1 promoter region (Supplemental Table 1), and ChIP-
qPCRanalysis showed that DNA from this regionwas enriched by
anti-TGA2 antibodies in samples from the wild type but not tga2
tga5 tga6 (Figure 6J). These results suggest that TGA2, TGA5, and
TGA6 directly regulate the expression of UGT76B1 together with
the SA receptors.

We also tested whether NPR1 and NPR4 regulate the ex-
pressionofSAbiosyntheticgenes.Asshown inFigures6Kand6L,
the expression of ICS1, EDS5, and PBS3 was dramatically in-
duced by Pto DC3000 AvrRpt2 in the wild type, but this induction
was significantly reduced in the npr1-1 npr4-4D double mutant.
SA treatment also induced the expression of ICS1, EDS5, and
PBS3 in the wild type but not in npr1-1 npr4-4D (Supplemental
Figures 2A to 2C), suggesting that SA positively regulates its own
biosynthesis through its receptors NPR1 and NPR4. Notably, the
expression levels of ICS1 and PBS3 were significantly higher in
npr1-1 than in thewild typeafter infectionbyPtoDC3000AvrRpt2,
indicating a negative role of NPR1 besides its positive feedback
function on SA biosynthesis.

Even though TGACGmotifs are present in the promoter regions
of ICS1, EDS5, and PBS3 (Supplemental Table 1), DNA from the
TGACGmotif-containing regionswasnotsignificantlyenrichedby
anti-TGA2 antibodies in ChIP-qPCR experiments (Supplemental
Figures 2D to 2F), suggesting that NPR1 and NPR4 regulate the
expression of SA biosynthetic genes either indirectly or by in-
teracting with other transcription factors that bind to their pro-
moter regions. The induction of ICS1, EDS5, and PBS3 was
previously shown to be directly regulated by the transcription
factors SARD1 and CBP60g. As shown in Figure 4F and
Supplemental Figure 3, the expression of SARD1 and CBP60g
was significantly reduced in the npr1-1 npr4-4D double mutant
upon infectionbyPtoDC3000AvrRpt2, suggesting thatNPR1and
NPR4 likely regulate pathogen-induced SA biosynthesis by
modulating the expression of SARD1 and CBP60g.

DISCUSSION

Since the early characterization of transgenic plants expressing
the salicylate hydroxylase geneNahG fromPseudomonas putida,
in whichSA is converted to catechol (Gaffney et al., 1993; Delaney
et al., 1994), it has long been established that SA is required for
SAR. However, how SA contributes to SAR activation is still not
fully understood. Here, analysis of the SA perception-deficient
npr1-1 npr4-4D double mutant revealed that SA perception is
essential for the induction of NHP biosynthetic genes and the
production of NHP during pathogen infection. This is most likely
through the SA-mediated upregulation of SARD1 and CBP60g,
which encode two transcription factors that directly control the
expression of the NHP biosynthesis genes ALD1, SARD4, and

FMO1 (Sun et al., 2015, 2018). Since NHP functions as a mobile
signal for SAR (Chen et al., 2018;Hartmann et al., 2018), one of the
contributions of SA to SAR is to induce the production of the
mobile signal in local tissue (Figure 7). As SAR induced by NHP
treatment and resistance against Hpa Noco2 in FMO1-3D are
blockedbymutations in npr1-1 and npr4-4D, the perception of SA
by NPR1 and NPR4 is also required for NHP-induced defense
responses, in addition to promoting NHP biosynthesis (Figure 7).
NHP was previously shown to induce the expression of SARD1
and CBP60g as well as SA biosynthetic genes (Chen et al., 2018;
Hartmann et al., 2018). Most likely, NHP activates SA-mediated
immunity by promoting SA biosynthesis.
In npr1-1 mutant plants infected with Psm ES4326, the ex-

pression of FMO1 is unaffected but the NHP level is considerably
higher than in the wild type (Figure 1C). The increased NHP ac-
cumulation innpr1-1maybedue to reducedconversion ofNHP to
NHP-OG, as NHP-OG abundance in npr1-1 is significantly lower
than in thewild type (Figure 1D). Innpr4-4Dmutant plants infected
with Psm ES4326, although the expression of FMO1 is dramati-
cally reduced, NHP levels are similar to those in wild-type plants,
which may be explained by reduced conversion of NHP to NHP-
OG in npr4-4D (Figure 1C). UGT76B1 was recently reported to
function as an NHP glucosyltransferase (Bauer et al., 2020;
Mohnike et al., 2020; Sattely et al., 2020). Since SA induces the
expression of UGT76B1 (Figure 6H), the reduced conversion of
NHP to NHP-OG in the npr1-1 and npr4-4Dmutants is most likely
due to reduced expression of UGT76B1.
As flg22-induced resistance against Pto DC3000 is compro-

mised in the npr1-1 and npr4-4D mutants and further reduced in
the npr1-1 npr4-4D double mutant, both NPR1-dependent and
NPR4-dependent SA signaling are important, and both contribute
additively to PTI. This hypothesis is supported by the reduced
induction of defense gene expression (Figures 4B to 4D) and the
increased growth of Pto DC3000 hrcC in npr1-1, npr4-4D, and
npr1-1 npr4-4D (Ding et al., 2018). Interestingly, the reduction of
flg22-induced resistanceagainstPtoDC3000 innpr1-1npr4-4D is
even more dramatic than in the SA-deficient mutant sid2-1. The
npr1-1 npr4-4D doublemutant also supports considerably higher
growth of Pto DC3000 hrcC than sid2-1, and the induction of
SARD1andPR2byPtoDC3000hrcC is significantly lower innpr1-
1 npr4-4D than in sid2-1. These data suggest that perception of
the residualSA insid2-1by theSAreceptorscontributes toaSID2-
independent PTI response.
It was shownpreviously that npr1-1 npr4-4D exhibits enhanced

cell deathuponPtoDC3000AvrRpt2 infection, suggesting thatSA
signaling negatively regulates cell death during ETI (Radojičić
et al., 2018). An analysis of the growth ofPtoDC3000AvrRpt2 and
PtoDC3000AvrRps4 showed that they aremodestly increased in
the npr1-1 and npr4-4D single mutants but aremuch higher in the
npr1-1 npr4-4D double mutant (Figure 4E), suggesting that both
NPR1-dependent and NPR4-dependent SA signaling pathways
contribute to resistance against avirulent pathogens. Notably,

Figure 6. (continued).

no antibody added (no-antibody control). For each genotype, fold change of the ChIP signal for anti-TGA2 antibodies was calculated relative to the no-
antibody control. The results representmeasurements of four samples from two independent experiments. Different letters indicate sampleswith statistical
differences (P < 0.01, Student’s t test; n 5 4).
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growth of the two bacterial strains is over 10-fold higher in npr1-1
npr4-4D than in sid2-1, suggesting that the perception of a basal
level of SA in sid2-1 byNPR1 andNPR4 is also critical for ETI. This
observation is further supported by the much lower expression of
defense-related genes in npr1-1 npr4-4D than in sid2-1 during
infection by the avirulent bacteria (Figures 4F to 4H).

Since SID2 is required for pathogen-induced SA biosynthesis
(Wildermuth et al., 2001), immune responses in sid2mutant plants
have been considered as evidence of SA-independent defense in
previous studies. However, our findings showed that blocking SA
perceptionhasamuchmoresevereeffectonbothETIandPTI than
lossofSID2 function, suggesting that residualSAcontent insid2-1
plays critical roles in plant immunity. As SA perception promotes
NHP production, and since the fmo1-1 sid2-1 double mutant
is more susceptible to Pto DC3000 AvrRpt2 and Pto
DC3000 AvrRps4 than the sid2-1 single mutant, the severely
compromisedETI innpr1-1npr4-4Dmaybepartiallyduetoreduced
NHP accumulation. However, both ETI and PTI are more severely
compromised in npr1-1 npr4-4D than in fmo1-1 sid2-1, suggesting
that residual SA in sid2-1 also contributes to plant defenses in-
dependently of NHP. Considering that defense-related genes
controlled by NPR1 and NPR3/NPR4 are not up-regulated in the
absence of pathogen, even though the in vitro binding constants of
NPR1 and NPR3/NPR4 (ranging from ;20 to 200 nM) are con-
siderably lower than the estimatedbasal levels of freeSA (;1.4mM;
Ding et al., 2018), the activities of the SA receptors are most likely
subject to posttranscriptional regulation in planta. It is possible that
certain protein modifications induced at early stages of pathogen
attack enable them to respond to basal levels of SA.

In addition to their roles in PTI, ETI, and SAR, we determined that
NPR1andNPR4arealso involved in regulating theconversionofSA

to 2,5-DHBAandSAG, twomajor SA derivatives contributing toSA
homeostasis. DMR6 and UGT76B1, which encode an S5H and an
SA glycosyltransferase, respectively (Noutoshi et al., 2012; Zhang
et al., 2017), are target genes of the NPR1/NPR4-interacting
transcription factors TGA2/TGA5/TGA6. Their expression is
strongly induced by SA, suggesting that they are directly regulated
bytheSAreceptors.Consistentwith theexpression levelsofDMR6,
2,5-DHBA levels in npr1-1 and npr4-4D are significantly lower than
inthewild typeandare further reduced inthenpr1-1npr4-4Ddouble
mutant. In npr1-1 npr4-4D, induction of UGT76B1 and accumu-
lation of SAG following infection by Pto DC3000 AvrRpt2 are also
dramatically reduced. These findings indicate thatNPR1andNPR4
play key roles in the negative feedback regulation of SA accumu-
lationbycontrolling theproductionof2,5-DHBAandSAG(Figure7).
In the npr1-1 npr4-4D double mutant, the induction of SA

biosynthetic genes and the accumulation of SA upon induction by
Pto DC3000 AvrRpt2 are significantly lower than in the wild type.
The lower induction of SA biosynthetic genes in npr1-1 npr4-4D is
most likely due to reduced expression of the genes encoding
the transcription factors SARD1 and CBP60g (Figure 4F;
Supplemental Figure 3), which directly regulate the expression of
ICS1,EDS5, andPBS3, whose transcripts are also inducedbySA.
These findings suggest a positive feedback amplification loop in
which the perception of SA stimulates its own biosynthesis
(Figure 7). The involvement of SA receptors in both positive
regulation of SA biosynthesis and negative regulation of SA ac-
cumulation through SA hydroxylation and glycosylation is likely
important for spatial and temporal regulation of SA levels, which is
an interesting area to explore in the future.
It was previously shown that SA levels in npr1mutant plants are

significantly higher than in thewild type, indicating that NPR1 plays

Figure 7. A Working Model Summarizing the Broad Roles of SA Receptors in Plant Immunity.

SA is perceivedby twoclassesof receptors:NPR1andNPR3/NPR4.BindingofSAabolishes the transcriptional repressionactivityofNPR3/NPR4andenhances
the transcriptional activation activity of NPR1, leading to the upregulation of SA-responsive defense regulators. The induction of SA biosynthetic genes (ICS1,
EDS5, andPBS3) promotesSAproduction,whereas the inductionofUGT76B1andDMR6stimulates theconversionofSA to2,5-DHBAandSAG, respectively. In
local tissues, the expression of SA-responsive defense regulators promotes both PTI and ETI and stimulates the production of the SAR mobile signal NHP by
activating the expression of NHP biosynthetic genes (ALD1, SARD4, and FMO1). In distal tissues, NHP promotes SA biosynthesis and SA-induced resistance.
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a negative role in regulating SA levels (Delaney et al., 1995).
However, the mechanism by which NPR1 affects SA levels was
unclear. The reduced accumulation of 2,5-DHBA in npr1-1 sug-
gests that increasedSAaccumulation innpr1mutantplants ispartly
due to the reduced hydroxylation of SA by DMR6. SAG levels in
npr1-1 after Pto DC3000 AvrRpt2 infection are comparable to the
free SA levels, in contrast to wild-type plants, which accumulate
much higher SAG than SA, suggesting that the mutant has also
reducedconversionofSAtoSAG,contributing to the increased free
SA accumulation. Furthermore, increased SA biosynthesis most
likely also contributes to higher SA levels in npr1 mutants, as the
expression levels of ICS1 and PBS3 following infection by Pto
DC3000 AvrRpt2 are significantly higher in npr1-1 than in the wild
type. How loss of function of NPR1 leads to increased ICS1 and
PBS3 expression remains to be determined in the future.

In summary, the SA receptors NPR1 and NPR3/NPR4 play
diverse roles in plant immunity by regulating SA-responsive
defense-related genes (Figure 7). The perception of SA pro-
motes both PTI and ETI and is required for activating NHP bio-
synthesis in local tissue and NHP-induced defense responses
during SAR. In addition, the SA receptors are involved in positive
feedback amplification of SA biosynthesis as well as SA 5-
hydroxylation and glycosylation, enabling fine-tuned regulation
of SA levels during plant immunity.

METHODS

Plant Materials and Growth Conditions

All plants used in this study are in the Arabidopsis (Arabidopsis thaliana)
accession Col-0 background. The npr1-1, npr4-4D, npr1-1 npr4-4D, tga2
tga5 tga6, fmo1-3D, fmo1-1, sid2-1, fmo1-1 sid2-1, ndr1-1, and eds1-2
mutants were described previously (Cao et al., 1994; Century et al., 1995;
Wildermuth et al., 2001; Zhang et al., 2003; Bartsch et al., 2006; Koch et al.,
2006; Ding et al., 2018). The double and triple mutants npr1-1 FMO1-3D,
npr4-4D FMO1-3D, and npr1-1 npr4-4D FMO1-3Dwere isolated from the
F2progenyof acrossbetweennpr1-1npr4-4DandFMO1-3D, while sid2-1
FMO1-3Dwas isolated from the F2 progeny of a cross between sid2-1 and
FMO1-3D. Primers used for genotyping are listed in Supplemental Table 2.
For SA-induced gene expression assays, plants were grown on half-
strength Murashige and Skoog medium plates with 0.6% (w/v) agar at
23°C under cycles of 16 h of fluorescent light/8 h of dark (80 mE; Sylvania
Octron 4100K, FO32/741/ECO bulbs). For pathogen-induced gene ex-
pression, measurement of metabolites, and pathogen growth assays,
plants were grown on soil at 23°C under cycles of 12 h of fluorescent light/
12 h of dark (100 mE; Philips Master TL5 HO 54W/840 bulbs).

Gene Expression Analysis

For RNApreparation,wecollected;50mgof tissue from4-week-old plants
(four leaves from four different plants per replicate, for three independent
biological replicates from different sets of plants) grown on soil or from 2-
week-oldseedlings (fivetosixwholeseedlingspersample; threesamplesper
genotype per treatment) grown on half-strength Murashige and Skoog
mediumplates.Toanalyzepathogen-inducedgeneexpression,wecollected
the leaves of 4-week-old plants 24 h after infiltration with Pseudomonas
syringae pv maculicola ES4326 (OD600 5 0.001), 12 h after infiltration with
Pseudomonas syringae pv tomato DC3000 hrcC (OD600 5 0.05) or 10 mM
MgCl2 (mock), or 16 h after infiltration with Pto DC3000 AvrRpt2 (OD600 5

0.005), Pto DC3000 AvrRps4 (OD600 5 0.005), or 10 mMMgCl2. Total RNA
wasextractedfromallsamplesusingtheEZ-10SpinColumnPlantRNAMini-

Preps Kit (BIO BASIC CANADA). RT was performed using the EasyScript
Reverse Transcriptase (ABM), and qPCR was performed using the Takara
SYBR Premix Ex (Clontech) following the manufacturers’ instructions. We
normalized relativeexpressionvalues toACTIN1. Primer sequencesused for
qPCR are listed in Supplemental Table 2.

Measurement of Pip and NHP

To induce theproductionofPipandNHP,wecollected the leavesof4-week-
old plants 24 h after infiltration with Psm ES4326 (OD600 5 0.001) or 10 mM
MgCl2 (mock). Each treatment consisted of three independent samples from
each genotype, each constituting ;75 mg of treated leaf tissue from six
individual plants; a total of 18 plants per genotype/treatment were sampled.
We extracted Pip using the EZ:faast free amino acid analysis kit, with nor-
valene as internal standard (Phenomenex). Pip detection and quantification
were performed on a gas chromatography-mass spectrometry system
(Agilent,5973N)aspreviouslydescribed,withminormodifications (Návarová
et al., 2012). A ZB-AAA capillary column (Zebron, Phenomenex; 10 m 3

0.25mmi.d.) and the followingovenprogramwereused:on-column injection
at 50°C, oven temperaturemaintained at 50°C for 2min, raised by 30°C/min
to 320°C, and held for 2 min at 320°C. A constant helium flow of 1.4 mL/min
was maintained during the entire program.

We extracted NHP using a previously described procedure (Hartmann
et al., 2018) with some modifications. Briefly, ;75 mg of leaf tissue was
groundand extracted oncewith 0.6mLof 90% (v/v)methanol,with 0.5 mgof
2-hydroxy-cyclohexanecarboxylic acid (2-HCC; Sigma-Aldrich) added to
each sample as internal standard. After gently shaking at 4°C for 2 h, the
samples were centrifuged at 12,000g for 5 min and the supernatants were
transferred to new tubes. We extracted the remaining pellets again with
0.6mLofmethanol and centrifuged as above, and the new supernatant was
combined with the first. We took out an aliquot of 300 mL per sample,
evaporated the solvent under a stream of nitrogen, and subjected the re-
sulting residue to chemical derivatization by adding 20 mL of pyridine and
20 mL of N,O-bis(trimethylsilyl)trifluoroacetamide (Sigma-Aldrich). The re-
actionmixtureswere incubated at 70°C for 30min, cooled and kept at room
temperature for 30 min, and finally diluted with 60 mL of hexane and
transferred intogaschromatographyvials.Weinjected0.2mLofeachsample
for analysis on a gas chromatography-mass spectrometry system (Agilent,
5973N)equippedwithanHP-1capillarycolumn(Agilent;30m30.32mmi.d.)
using the followingovenprogram:on-column injectionat 70°C,ovenheld for
2 min at 70°C, raised by 10°C/min to 320°C, and held for 5 min at 320°C.

NHP, 2-HCC, andNHP-OGwere analyzed based on their characteristic
fragment ions m/z 172, 273, and 652, respectively. To determine the
amountof individualmetabolites,we integrated theirpeakareas inselected
ion chromatograms using MSD ChemStation software (Agilent) and
compared themwith the peak area of the corresponding internal standard
(IS): Pip (m/z 170)/IS norvalene (m/z 158); NHP (m/z 172)/IS 2-HCC (m/z
273), using correction factors for each pair of compounds experimentally
determined with authentic standards. The presence of NHP-OG was
determined based on its mass spectral characteristics (m/z 172 and 652).
Because an authentic standard for NHP-OG was not available, relative
NHP-OG abundances were determined by quantifying peak areas of its
molecular ion m/z 652 relative to those of 2-HCC fragment m/z 273 in
respective selected ion chromatograms.

2,5-DHBA and SA Quantification

For 2,5-DHBA and SA measurements, we collected two leaves each from
six 4-week-oldplants 16hafter infiltrationwithPtoDC3000AvrRpt2 (OD600

5 0.005) or 10 mM MgCl2 (mock). For each treatment, four independent
samples were collected, each sample constituting;100 mg of leaf tissue
from six individual plants, for a total of 24 plants per genotype/treatment.
2,5-DHBA, freeSA, and total SAwere extractedusingpreviously described
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protocols (Zhang et al., 2017). Samples were analyzed using an HPLC
device (1200 series, Agilent) equipped with a C18 column (5 mm, 4.63150
mm; Eclipse XDB, Agilent) and a fluorescence detector (G1321A, Agilent).
2,5-DHBA, free SA, and total SA were quantified using ISs and as pre-
viouslydescribedwithmodifications (Zhanget al., 2017). Themobile phase
contained 0.2 M KOAc, 0.5 mM EDTA, pH 5.0, and methanol. For SA
analysis, we included 6% (v/v) methanol and selected 295 and 405 nm as
excitation and emission wavelengths, respectively. For 2,5-DHBA mea-
surement, methanol was maintained at 3% (v/v), with excitation and
emission wavelengths of 320 and 449 nm, respectively. The flow rate was
fixed at 1 mL/min, and 5 mL of sample was injected in both cases. We
determined target compoundconcentrationsbycalculating thepeakareas
in plant samples relative to those of corresponding synthetic standards.

ChIP-qPCR Analysis

ChIP assays were performed following a previously described protocol
(Sun et al., 2015). Specifically, we cross-linked 2-week-old seedlings from
Col-0 and tga2 tga5 tga6 and collected the tissue for ChIP. Anti-TGA2
antibodies specifically recognizing proteins of clade IImembers of theTGA
family, TGA2, TGA5, and TGA6 (Ding et al., 2018), and protein A-agarose
beads (GE Healthcare) or protein A-agarose beads alone (no-antibody
control)wereused topull downthechromatincomplexescontainingTGA2/
5/6 proteins. Two independent batches of samples were used, and each
samplewasdivided into four aliquots, two forno-antibodycontrols and two
with anti-TGA2 antibodies for the ChIP samples.We performed qPCRwith
the immunoprecipitated DNA as template using primers specific to pro-
moters of selected genes. Sequences of primers for ChIP-qPCR are listed
in Supplemental Table 2.

Bacterial Pathogen Infection Assays

For bacterial pathogen infection assays, two leaveseach from two4-week-
old plants were infiltrated with bacterial suspension in 10 mM MgCl2: Pto
DC3000 hrcC (OD6005 0.002),PtoDC3000AvrRpt2 (OD6005 0.0005), and
Pto DC3000 AvrRps4 (OD600 5 0.0005). We collected infected leaves 1 h
(on day 0) and 3 d after inoculation. Two leaf discs from two infected leaves
of one plant were collected as one sample, and six sampleswere analyzed
for eachgenotype forday3,while three to four sampleswereused forday0.
Samples were ground, serially diluted, and plated on Luria-Bertani agar
plates to determine colony-forming units. For flg22-triggered protection
assays, two leaves each from4-week-old plants were infiltratedwithwater
or 1 mM flg22. After 24 h, we infiltrated the pretreated leaves with Pto
DC3000atacell density ofOD60050.001 in10mMMgCl2.After inoculation
with Pto DC3000 for 3 d, we determined bacterial titers in infected leaves
as above.

Oomycete Pathogen Infection Assays

We performed the SAR assay with the oomycete pathogen Hyaloper-
onospora arabidopsidisNoco2 as previously reported (Zhang et al., 2010).
Briefly, twoprimary leaves from3-week-oldplantswere infiltratedwithPsm
ES4326 (OD600 5 0.001) or 10 mM MgCl2. After 2 d, we sprayed whole
plants with Hpa Noco2 spore suspension at a titer of 50,000/mL in water,
using 15 plants per genotype per treatment. Inoculated plants were
covered with a clear plastic dome and incubated at 18°C in a 12-h/12-h
light/dark cycle in a growth chamber for 1 week. Disease symptoms were
scored by counting the number of conidiophores on the distal leaves; we
assigned disease rating scores as described in the legend of Figure 1A.

For NHP-induced immunity against Hpa Noco2, we infiltrated two
primary leaves from 3-week-old plants with 1 mM NHP or water (mock).
After 24 h, plantswere sprayedwithHpaNoco2 spore suspension (50,000/

mL in water), using 15 plants for each treatment. Disease symptoms were
scored 7 d after inoculation as described above.

ForHpaNoco2 infectiononseedlings, 2-week-oldsoil-grownseedlings
were sprayed with Hpa Noco2 spore suspension (50,000/mL in water).
Inoculatedplantswerecoveredwithacleandomeandgrownat18°Cunder
a 12-h/12-h light/dark cycle in a growth chamber. Hpa Noco2 sporulation
was counted 7 d later.

[3H]SA Binding Assays

We purified recombinant His6-MBP-NPR1 and His6-MBP-NPR4 proteins
for [3H]SA binding assay by size-exclusion chromatography, as previously
described (Ding et al., 2018). Size-exclusion columns were prepared by
adding 0.13 g of Sephadex G-25 (GE Healthcare) to a Qiagen shredder
column and preequilibrated with PBS buffer containing 0.1% (v/v) Tween
20 overnight at 4°C; excess buffer was removed by spinning at 735g for
2 min before use.

The binding reactions were performed by incubating 0.4 mg/mL (w/v)
His6-MBP-NPR1 or His6-MBP-NPR4 protein with 200 nM [3H]SA (American
RadiolabeledChemicals; specific activity 30Ci/mmol) in 50mL ofPBSbuffer
on ice for 1 h. Unlabeled SA or NHP was added to the reaction mixture at
2 mM (10,000-fold excess over [3H]SA). After incubation, the reaction mix-
tures were loaded onto the columns and centrifuged immediately as above.
The radioactivity in the flow-through fraction (bound [3H]SA) was measured
using a scintillation counter (LS6500, Beckman Coulter).

Accession Numbers

Sequence data for most genes studied in this article can be found in the
Arabidopsis Genome Initiative database under the following accession
numbers: ACTIN1 (At2g37620), ALD1 (At2g13810), CBP60g (At5g26920),
DMR6 (At5g24530), EDS5 (At4g39030), FMO1 (At1g19250), NPR1
(At1g64280), NPR4 (At4g19660), PBS3 (At5g13320), PR1 (At2g14610),
PR2 (At3g57260),SARD1 (At1g73105),SID2/ICS1 (At1g74710),UGT76B1
(At3g11340), UGT74F1 (At2g43840), and UGT74F2 (At2g43820).

Supplemental Data

Supplemental Figure 1. Induction of UGT74F1 in wild-type, npr1-1,
npr4-4D and npr1-1 npr4-4D plants by Pto DC3000 AvrRpt2. (Sup-
ports Figure 6).

Supplemental Figure 2. Induction of ICS1, EDS5 and PBS3 expres-
sion by SA and ChIP-PCR analysis of binding of TGA2 to their
promoter regions. (Supports Figure 6)

Supplemental Figure 3. Induction of CBP60g in Col-0 (wild type),
npr1-1, npr4-4D and npr1-1 npr4-4D plants by Pto DC3000 AvrRpt2.
(Supports Figure 6).

Supplemental Table 1. TGACG motifs in promoter regions of genes
involved in NHP/SA biosynthesis and metabolism.

Supplemental Table 2. Primers used in this study.
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