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Abstract

Plants are continually exposed to a variety of pathogenic organisms, including bacteria,

fungi and viruses. In response to these assaults, plants have developed various defense

pathways to protect themselves from pathogen invasion. An understanding of the expres-

sion and regulation of genes involved in defense signaling is essential to controlling plant

disease. ATL9, an Arabidopsis RING zinc finger protein, is an E3 ubiquitin ligase that is

induced by chitin and involved in basal resistance to the biotrophic fungal pathogen, Golovi-

nomyces cichoracearum (G. cichoracearum). To better understand the expression and

regulation of ATL9, we studied its expression pattern and the functions of its different protein

domains. Using pATL9:GUS transgenic Arabidopsis lines we found that ATL9 is expressed

in numerous tissues at various developmental stages and that GUS activity was induced

rapidly upon wounding. Using a GFP control protein, we showed that ATL9 is a short-lived

protein within plant cells and it is degraded via the ubiquitin-proteasome pathway. ATL9 con-

tains two transmembrane domains (TM), a RING zinc-finger domain, and a PEST domain.

Using a series of deletion mutants, we found that the PEST domain and the RING domain

have effects on ATL9 degradation. Further infection assays with G. cichoracearum showed

that both the RING domain and the TM domains are important for ATL9’s resistance pheno-

type. Interestingly, the PEST domain was also shown to be significant for resistance to fun-

gal pathogens. This study demonstrates that the PEST domain is directly coupled to plant

defense regulation and the importance of protein degradation in plant immunity.

Introduction

Plants have developed precise inducible defense systems to respond to potential pathogens.

Inducible plant defenses that are initiated through pathogen recognition fall into two major

categories [1]. The first type is triggered by the recognition of Pathogen-Associated Molecular

Patterns (PAMPs) by plant pattern-recognition receptors (PRRs). This class of resistance is
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referred as PAMP Triggered Immunity (PTI) [2]. Well-characterized PAMPs of plant patho-

gens include bacterial flagellin, elongation factor Tu (EF-Tu), and the fungal-associated elicitor

chitin. The second type of immunity, Effector Triggered Immunity (ETI), is activated upon

perception of a pathogen Avirulence (Avr) protein by a plant resistance (R) protein. This type

of resistance is often characterized by a hypersensitive cell death response (HR) at the infection

site [3]. Although knowledge of how plant defense systems are activated is increasing rapidly,

our understanding about resistance attenuation and termination is still limited.

Emerging evidence suggests that E3 ligases play critical roles in the plant response to variety

of stimuli [4, 5]. The RING E3 Ligase KEEP ON GOING (KEG), which was found as a negative

regulator of abscisic acid (ABA) signaling [6,7], was found to be an important factor in plant

jasmonate (JA) signaling [8]. Recently, Copeland et al. found that the evolutionarily conserved

Arabidopsis E3 ligase, AtCHIP, is involved in positive regulation of plant disease resistance at

low temperature [9].

Several different families of E3 ubiquitin-ligases that are involved in different steps of plant

immune responses have been classified based on their structural features and mechanism of

action [10, 11, 12, 13]. The ATL family, a particular family of RING finger E3 ligases, includes at

least 80 members in A. thaliana and 121 inO. sativa. Genes of this family are characterized by

their rapid induction after elicitor treatment, their structure that includes a highly conserved

RING-H2 zinc-finger domain, and at least one transmembrane domain (TM) [14]. TheArabidop-
sis ATL2 gene is specifically induced by chitin and may function in the early steps of an elicitor-

response pathway and in both the SA- and JA-mediated defense-response pathway [15, 16]. Noda

et al. showed that ATL54 plays an important role in both secondary cell wall biosynthesis and in

programmed cell death [17]. Two other Arabidopsis ATL family members, ATL6 and ATL31, are

involved in the defense response to the bacterial pathogen Pseudomonas syringae pv. tomato
DC3000 [18]. In a previous study, our group found that Arabidopsis ATL9 has E3 ubiquitin ligase

activity and is involved in chitin- and NADPH oxidase-mediated defense responses [19].

ATL9, also known as ATL2G (At2g35000), is a member of the ATL gene family. The ATL9

protein is unique among the ATL family for that it contains a PEST domain. PEST domains

are associated with proteins that have a short half-life and it is suggested that it acts as a signal

peptide for protein degradation [20, 21]. Although no evidence has been reported showing

that the PEST domain is involved in pathogen resistance, there are other genes containing a

PEST domain that are known to be involved in plant immunity, such as the tomato gene, Ve
[22] and the Arabidopsis flagellin receptor gene FLS2 [23].

In this work, we have expanded on our previous studies of ATL9, focusing on its expression

and regulation, as well as analyzing the roles of its protein domains in plant immunity. We

present evidence concerning the spatial and temporal expression of ATL9 using PATL9:GUS
transgenic Arabidopsis plants. Furthermore, we examined the post-translational regulation of

ATL9 using GFP or GUS reporters in onion epidermal cells, tobacco epidermal cells, and

transgenic Arabidopsis. Additionally, we show that the localization of ATL9, its E3 ligase activ-

ity, and its PEST domain are important to its resistant phenotype.

Materials and methods

Biological materials

Arabidopsis thaliana ecotype Columbia (Col-0) was used as a control in all experiments.

T-DNA insertional mutants of ATL9 (At2G35000, CS24736, SALK_066755) were obtained

from the Arabidopsis Biological Resource Center (ABRC, Ohio State University). To identify

homozygous T-DNA mutants, PCR reactions were performed using the following primers: LP

5'-CAATTCTTGTAAGAGGCATGG-3', RP 5'-TCCTAAACCAACAAGGTGACG-3' and

ATL9 is a short-lived protein
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T-DNA primer: 5'-TAGCATCTGAATTTCATAACCAATCTCGATACAC-3'.Plants were

grown under controlled conditions in a growth chamber at 22˚C day/19˚C night with 16 hrs

of light per 24 hrs and 50% RH.

The fungal pathogen used in this work was Golovinomyces cichoracearum UCSC1.G. cichor-
acearum stock culture was grown on cucumber and maintained at 22˚C day/19˚C night with

16 hrs of light per 24 hrs and 85% relative humidity.

Disease assessments

Powdery mildew inoculations and disease assessments were carried out as previously described

[24]. In brief, Arabidopsis seeds were planted in soil and grown in a growth chamber. After four

weeks, plants were inoculated with powdery mildew and placed in a growth chamber under the

same temperature and light conditions except at 85% relative humidity. Disease development was

assessed in a qualitative manner by tracking the appearance of powdery symptoms on inoculated

leaves over a period of 10 days post inoculation (dpi). Leaves at 5 dpi were harvested and stained

in a trypan blue solution (25 mg/ml trypan blue in a 1:1:1 solution of water, glycerol, and lactic

acid) overnight and then decolorized in 95% ethanol overnight. The number of conidiophores

per colony was determined from at least 18 leaves taken from 18 plants per genotype. Statistical

significance among samples was analyzed using both ANOVA and post hoc tests.

Promoter GUS transgenic Arabidopsis construct and assay

A 1325 bp promoter region of ATL9 and a 2462 bp PATL9:ATL9 region were amplified from

Arabidopsis genomic DNA using primers containing an attB recombination site. Primer

sequences are as follows:

5’-GGGGACAAGTTTGTACAAAAAAGCAGGCTTCTAAATTACAAAATGACCCACG-3’ (F);

5’-GGGGACCACTTTGTACAAGAAAGCTGGGTCTTGAAGATCATCGTATGGAAA-3’(R

for PATL9)

5’-GGGGACCACTTTGTACAAGAAAGCTGGGTCTTACACTCGTTCATCTGGTCGGAGC-3’
(RP for PATL9:ATL9).

PCR products were recombined with pDONR221 (Invitrogen) using BP Clonase (Invitro-

gen). Correct clones were recombined with pMDC162 and pMDC163 respectively [25] using

LR Clonase Enzyme Mix (Invitrogen). All plasmid inserts were sequenced prior to transforma-

tion and verified constructs were transformed into Agrobacterium tumefaciens strain GV3010

and subsequently transformed into wild-type Col-0 via the floral-dip method [26]. Transfor-

mants were screened on 1/2 MS media containing 50 μg/mL hygromycin B. Resistant plants

were then transferred to soil and allowed to set seed. Homozygous transgenic lines selected

from T3 lines were subjected to histochemical staining.

Seedlings and tissues were stained overnight at 37˚C in GUS staining buffer (containing 0.5M

sodium phosphate buffer (pH 7.2), 10% Triton X-100, 100mM potassium ferrocyanide, 100mM

potassium ferricyanide and 10mM X-Gluc) [27]. Samples were destained for up to 8 hours in 95%

Ethanol and observed. Wound treatment was carried out by scratching 40-day old transgenic

plant leaves with tweezers. The leaves were stained immediately after wound treatment. Chitin

treatment was carried out by bathing the 40-day old transgenic plant leaves in 1 mg/mL CSC (chi-

tin) for 24 hours before staining. Control transgenic Arabidopsis were bathed in water.

Complementation assay

All ATL9 sequences were PCR amplified from Col-0 genomic DNA using the Iproof High

Fidelity Polymerase (Bio-Rad). Two-step fusion PCR was used for PATL9:ATL9ΔTM, PATL9:

ATL9ΔPEST and PATL9:ATL9ΔRING amplification using the following primers:

ATL9 is a short-lived protein
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First step:

PATL9:ATL9ΔTM:

5’-GGGGACAAGTTTGTACAAAAAAGCAGGCTTCTAAATTACAAAATGACCCACG-3’
(PATL9:ATL9 1F)

5’-ACTGTGCGTTGCTTCGACGCATTTGAAGATCATCGTATGGA-3’ (ATL9ΔTM 1R)

5’-ATGCGTCGAAGCAACGCACAGT-3’ (ATL9ΔTM 2F)

5’-GGGGACCACTTTGTACAAGAAAGCTGGGTCTTACACTCGTTCATCTGGTCGGAGC-3’
(ATL9R)

PATL9:ATL9ΔPEST:

PATL9:ATL9F

5’-GTCGTCGTCGTCACCTTGTTG-3’ (ATL9ΔPEST 1R)

5’-ACAAGGTGACGACGACGACAGAGGAATGGTTTTGGAATCT-3’ (ATL9ΔPEST 2F)

ATL9R

PATL9:ATL9ΔRING:

5’-GTGAAACACGTAGCAACAAGG-3’ (ATL9ΔRING 1R);

5’-CCTTGTTGCTACGTGTTTCAC-3’ (ATL9ΔRING 2F);

ATL9R Second step:

PATL9:ATL9ΔTM:

ATL9ΔTM 1F & ATL9ΔTM 2R

PATL9:ATL9ΔPEST:

ATL9ΔPEST 1F & ATL9ΔPEST 2R

PATL9:ATL9ΔRING:

ATL9ΔRING 1F & ATL9ΔRING 2R

The PCR product was recombined with pDONR221 (Invitrogen) using BP Clonase (Invi-

trogen). Verified clones (including PATL9:ATL9) were recombined with pMDC99 [25] using

LR Clonase Enzyme Mix (Invitrogen). 35S:ATL9ΔTM, 35S:ATL9ΔPEST and 35S:ATL9ΔRING
were constructed in the same method except that 5’ forward primer was 5’-GGGGACAAGTT
TGTACAAAAAAGCAGGCTTCATGGCGATCCTCGACACAAAG-3’ (ATL9 1F) and the destina-

tion vector was pMDC32. Correct clones were then transformed into A. tumefaciens strain

GV3010 and subsequently transformed into atl9 T-DNA insertional mutant CS24736 via

the floral-dip method [26]. Transformed plants were screened on 1/2 MS media containing

50μg/mL hygromycin B. Resistant plants were then transferred to soil and allowed to set seed.

Homozygous transgenic lines were selected from T3 lines for disease assessments.

Analysis of protein degradation in onion epidermal cells and recombinant

DNA procedures

Recombinant DNA (35S:ATL9-GFP, 35S:ATL9ΔTM-GFP, 35S:ATL9ΔPEST-GFP, 35S:ATL9Δ
RING-GFP) were constructed in the same way as 35S:ATL9, 35S:ATL9ΔTM, 35S:ATL9ΔPEST
and 35S:ATL9ΔRING, except that the destination vector was pMDC83. The endoplasmic retic-

ulum luminal marker fused to mCherry, ER-rk, was acquired from the ABRC (stock number

CD3-959). The recombinant ATL9-GFP constructs and ER-rk were co-bombarded into the

fresh onion epidermal cells by using Tungsten microcarriers and PDS-1000/He Particle Deliv-

ery System (Bio-Rad). Bombardment was executed following the manufacturer’s protocol and

then the onion epidermal cells were incubated on 1/2 MS media in the dark at room tempera-

ture (22–23˚C) for 12 hours before observing the expression.

The protein synthesis inhibitor cycloheximide (CHX) was added 12 hours post bombard-

ment to stop protein synthesis. Thereafter, GFP and mCherry fluorophores were visualized at

different time points post CHX treatment (0 h, 6 h) using a Nikon Eclipse 90i epifluorescent

ATL9 is a short-lived protein
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microscope (Nikon, Melville, NY) equipped with an OptiGrid imaging system (Qioptiq, Paris,

France) with FITC HYQ (Excitation: 460–500 nm; Emission: 510–560 nm) and TRITC HYQ

(Excitation: 530–560 nm; Emission: 590–650 nm) filters. NIS-Elements software (Version 3.2,

Nikon) was used to generated and/or merged images.

Protein immunoblotting and half-life analysis in tobacco leaves

Recombinant plasmids (35S:ATL9-GFP, 35S:ATL9ΔPEST-GFP, 35S:ATL9ΔRING-GFP) were

transformed into A. tumefaciens strain GV3010. Agrobacterium cultures were grown overnight

at 28˚C, until the Agrobacterium density reached an OD600 = 1.0. 1 mL of the culture was pel-

leted, washed and re-suspended in 1 mL of infiltration media. The suspended A.tumefaciens
cells were then infiltrated into 5-week old Nicotiana benthamiana leaves. GFP was monitored

48 hours post infiltration using fluorescent microsocopy (Nikon, Melville, NY). Leaves with

GFP were cut into 1 mm2 pieces and transferred to plates with 1/2 MS media containing 0.5

mg/ml CHX under vacuum. Small tobacco leaf pieces were collected for protein extraction at

different time points (0 h and 6 h) and processed for quantitative protein immunoblotting

using anti-GFP polycolonal antibody (Invitrogen).

Results

Expression profile of ATL9

In order to study the spatial and temporal expression of ATL9, transgenic Arabidopsis plants

were generated to express GUS under the control of a 1325 bp ATL9 promoter region. Homo-

zygous transgenic lines were selected from the T3 generation and subjected to GUS staining at

37˚C for at least 4 hours. Little PATL9:GUS activity was detected in 2-day old germinating seed-

lings (Fig 1A). PATL9:GUS activity was detected in cotyledons, hypocotyls and root hairs in

3-day old seedlings (Fig 1B) and was observed in all tissues by day 4 (Fig 1C). As the seedlings

grew, PATL9:GUS activity changed from uniform expression in all tissues to expression pre-

dominantly in the vasculature and hypocotyl of 7-day old seedlings (Fig 1D) or in the vascula-

ture, leaves, petioles and stems of 2-week and 3-week old seedlings (Fig 1E and 1F). In 4-week

old transgenic plants PATL9:GUS activity was still observed in the vasculature but expression

was much weaker (Fig 1G). After the transition to flowering, other than the wounding area,

PATL9:GUS activity was no longer detected in the vascular tissue of leaves or petioles, as previ-

ously observed in younger plants (Fig 1H). However, significant GUS activity was now

observed in the sepals, the anther filaments and stigma of mature flowers (Fig 1I), the tips and

abscission zone of young developing siliques (Fig 1J), and at the micropylar end of the mature

seeds (Fig 1K).

To demonstrate that GUS expression is not dependent on the developmental stage of Arabi-
dopsis, but on ATL9’s expression regulation, we also monitored the GUS activity of another

GUS transgenic line PCRP1:GUS (S1 Fig). Promoter region of CRP1 (Chloroplast RNA Process-

ing 1) was cloned into destination vector with GUS reporter gene in the same way as PATL9:

GUS. No GUS activity was observed in 2-day old seedlings (S1A Fig). In addition, in all devel-

opmental stages, no GUS expression was detected in the roots or in the root hairs (S1A–S1D

Fig). Similar to PATL9:GUS, GUS activity was observed in the sepals and the anther filaments of

mature flowers (S1E Fig). However, GUS activity in the anther filaments was only distributed

in the vasculature, and no obvious GUS activity was detected in the stigma of flowers and

siliques (S1E and S1F Fig), suggesting that ATL9 expression differs depending on the develop-

ment stage and tissue Furthermore, upon wounding treatment, PATL9:GUS activity in leaf tis-

sue around the wound was rapidly induced (S2A Fig). Additionally, 4-week old PATL9:GUS
transgenic plants treated with chitin showed a significant increase in GUS activity in both

ATL9 is a short-lived protein
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leaves and petioles (S2B Fig). Taken together these results indicate that ATL9 is regulated both

temporally and spatially during Arabidopsis development.

ATL9 encodes a short-lived protein

Recent studies have shown that protein degradation is one of the most important events in reg-

ulating the plant innate immune response [28, 29]. Through the GUS staining experiment, we

showed that GUS activity is almost invisible in seedlings and roots of PATL9:ATL9-GUS trans-

genic plants, while is highly expressed in PATL9:GUS transgenic plants (Fig 2A). We hypothe-

sized that this difference could be related to post-translational regulation of ATL9. To better

understand this, we utilized both onion epidermal cells and the tobacco transient expression

system to study the post-translational regulation of ATL9. An N-terminal fusion of ATL9 to

GFPwas constructed under the control of the CaMV 35S promoter (35S:ATL9-GFP). Inocula-

tion results of 35S:ATL9-GFP complementary transgenic Arabidopsis showed that these plants

were more resistant to the fungal pathogen than Col-0. In contrast, plants expressing only 35S:

GFPwere unable to rescue the defense phenotype of the atl9mutant. Taken together, these

results indicate that ATL9-GFP is functional in our transgenic plants and GFP alone does not

interrupt the function of ATL9 (S3 Fig).

The 35S:ATL9-GFP or 35S:GFP and a known endoplasmic reticulum (ER) luminal marker

ER-rk (signal peptide of AtWAK2-mCherry-HDEL) were co-bombarded into onion epidermal

cells [30]. GFP and mCherry fluorescence decay were monitored via confocal microscopy at

Fig 1. Expression of ATL9 in Arabidopsis tissues at different developmental stages. Different developmental stages of PATL9:GUS were subjected to

GUS staining at 37˚C for at least 4 hours. (A) 2-day old germinating seedling. (B) 3-day old seedling. (C) 4-day old seedling. (D) 7-day old seedling. (E)

2-week old seedling. (F) 3-week old plant. (G) 4-week old plant. (H) 5-week old leaf. (I) Flower. (J) Siliques. (K) Seeds. Seedlings and tissues were stained

overnight at 37˚C in GUS staining buffer. Samples were destained for up to 8 hours in 95% Ethanol and observed. Scale bar: 0.5mm in A-E; 1mm in F; 2mm

in G; 5mm in H; 0.5mm in I; 1mm in J; 0.2mm in K.

https://doi.org/10.1371/journal.pone.0188458.g001
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Fig 2. ATL9 is a short-lived protein. (A) GUS activity in PATL9:ATL9-GUS and PATL9:GUS transgenic

Arabidopsis. (B, C) Degradation of free GFP (B) and ATL9-GFP (C) in onion epidermal cells. (D) Relative

change of GFP/mCherry fluorescence intensity ratio of free GFP and ATL9-GFP. Onion epidermal cells were

co-bombarded with ER-rk and either 35S:ATL9-GFP or 35S:GFP. CHX was added at 12 h after the

bombardment to stop the protein synthesis. GFP/mCherry fluorescence intensity ratios were traced at

different times after protein synthesis shut off (0 h, 6 h). (E) Measurement of GFP and ATL9-GFP’s half-life in

tobacco leaves by western blot. The GFP and ATL9-GFP were transiently expressed in 5-week old N.

benthamiana leaves. Then, total protein was extracted from leaves with observed GFP expression at different

time points (0 h and 6 h) after CHX treatment. Western blots were performed using anti-GFP polyclonal

antibody. Before blocking, the membrane was stained with Ponceau S solution in order to confirm equal

amounts of protein loaded per lane.

https://doi.org/10.1371/journal.pone.0188458.g002
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different time points post protein translation shut off. Our results showed that free GFP and

mCherry have long half-lives within the cell: 6 hours after protein translation termination, the

GFP and mCherry fluorescence intensity remained significantly high (Fig 2B–2D). Compared

to free GFP, the ATL9-GFP fusion protein has a shorter life span: at 6 hours post translation

termination, the ATL9-GFP/mCherry ratio decreased significantly to 45.75% of the original

ratio (ATL9-GFP/mCherry ratio at 0 hour post translation shut off) (Fig 2B–2D). These data

suggest that ATL9 is a short-lived protein.

To further confirm that ATL9 is a short-lived protein, we utilized N. benthamiana to obtain

protein for protein immunoblotting. Both ATL9-GFP and GFP alone were transiently

expressed in 5-week old N. benthamiana leaves. Total protein was then extracted from leaves

and GFP expression was observed at different time points (0 h and 6 h) after CHX treatment.

Western blot results showed that ATL9-GFP accumulation was significantly decreased from 0

hour to 6 hour after protein expression termination (Fig 2E), while no noticeable change was

observed in free GFP accumulation (Fig 2E). These data confirm that ATL9 has a shorter half-

life compared to free GFP.

ATL9 is degraded by a proteasome-dependent mechanism

The ubiquitin/26S proteasome system (UPS) constitutes the major protein degradation path-

way in the cell. To determine whether proteasome function is required for ATL9 degradation,

we monitored the GFP fluorescence decay of ATL9-GFP in onion epidermal cells at different

time points after treatment with the proteasome inhibitor MG132 and the protein synthesis

inhibitor CHX. Although treatment combined MG132 and CHX can cause stress on cells,

especially in relation to the ER distribution, it doesn’t change ATL9-GFP localization when

compared to ER-rk. Therefore, we used them to study ATL9 degradation. Our data showed

that without MG132 treatment, fluorescent emission of ATL9-GFP decreased rapidly, com-

pared to mCherry and GFP. Meanwhile, the GFP/mCherry ratio in ATL9-GFP/ER-rk expres-

sion cells is similar to that of GFP/ER-rk expression cells after the application of MG132 (Fig

3A and 3B). This suggests that protesome inhibitor MG132 can prevent ATL9 from degrada-

tion via a proteasome-dependent pathway.

To further confirm this result, PATL9:ATL9-GUS transgenic Arabidopsis plants were utilized

to trace ATL9 protein degradation. We found that, after 10 hours of MG132 application, the

accumulation of ATL9-GUS protein was significantly increased in PATL9:ATL9-GUS trans-

genic Arabidopsis plants (Fig 3C). Furthermore, we traced ATL9 protein degradation in PATL9:

ATL9-GUS transgenic Arabidopsis plants by monitoring GUS accumulation at different time

points after CHX or CHX and MG132 treatment. We found that, after 4 hours of CHX only

treatment, almost no ATL9-GUS accumulation was detected, while the ATL9-GUS level was

similar between different time points after CHX and MG132 application (Fig 3D). Taken as a

whole, these results suggest that ATL9 is degraded via a proteasome-dependent pathway.

The PEST domain and the RING domain contribute to the short half-life

of ATL9

The PEST domain is known to confer a short half-life to proteins degraded via the UPS [31,

32]. Based on this data we hypothesized that the PEST domain of ATL9 might contribute to its

short-life span. To examine the function of the PEST domain in ATL9, we constructed a dele-

tion mutant by deleting 20 amino acid residues of the PEST domain (S4A Fig) and used GFP

as a reporter (35S:ATL9ΔPEST-GFP). The 35S:ATL9ΔPEST-GFP construct was co-bombarded

or co-transformed with the ER-rk marker into onion epidermal cells or N. benthamiana leaves,

respectively. Protein degradation was analyzed using either GFP/mCherry fluorescence ratios

ATL9 is a short-lived protein
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or protein immunoblotting as described previously. Both the co-bombardment (Fig 4A) and

the protein immunoblotting (Fig 4B) results showed that the ATL9ΔPEST-GFP fusion protein

has a longer life span than the full length ATL9-GFP fusion protein. These results correlate sig-

nificantly with our previous protein degradation experiments, suggesting that PEST domain of

ATL9 is essential for its degradation.

ATL9 is a C3-H2-C3 RING zinc finger protein (S4B Fig). It has been shown that the RING

domain is essential for the function of ubiquitin E3 ligases [33, 34, 35, 36]. A previous study

from our lab showed that ATL9 is a substrate-independent self-ubiquitinating E3 ligase [19].

Our current data show that ATL9 is degraded via a proteasome-dependent pathway. To deter-

mine if ATL9 degradation is dependent on its E3 ligase activity, we generated a construct with

an inactive RING motif by changing His156 to a Tyrosine residue (35S:ATL9ΔRING-GFP;

S4C Fig). Similar to the experiments with the ATL9ΔPEST-GFP construct, the life span of

ATL9ΔRING-GFP was observed using both co-bombardment and protein immunoblotting

Fig 3. ATL9 is degraded by a proteasome-dependent mechanism. (A) Degradation of ATL9-GFP in onion epidermal

cells. Methods used in this assay are as described in Fig 2 except that 100μM proteasome inhibitor MG132 was applied to

the test samples at 12 h after bombardment to stop ubiquitin-proteasome mediated protein degradation. (B) Relative

change of GFP/mCherry fluorescence intensity ratio of ATL9-GFP and free GFP. (C) GUS staining of PATL9:ATL9-GUS

transgenic plant leaves and roots. PATL9:ATL9-GUS transgenic Arabidopsis seedlings were cultured in 1/2 MS media in the

presence or absence of MG132 for 10 hours, and then subjected to GUS staining. (D) GUS staining of PATL9:ATL9-GUS

transgenic plants at different time points after CHX only or CHX and MG132 treatment. Two-week old PATL9:ATL9-GUS

transgenic Arabidopsis seedlings were cultured in 1/2 MS media with the presence of CHX alone or CHX and MG132, and

then subjected to GUS staining at different time points.

https://doi.org/10.1371/journal.pone.0188458.g003
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experiments. We found that ATL9ΔRING-GFP showed no detectable loss in protein level after

6 hours compared to ATL9-GFP with an intact RING domain (Fig 4A and 4B). These data

suggest that a mutation in the RING domain also confers a longer life-span on the ATL9 pro-

tein, lending support to the hypothesis that ATL9’s half-life in vivo depends on both its PEST

domain and its E3 ligase activity.

Role of ATL9’s domains in its resistance phenotype

Many studies have demonstrated the importance of cellular localization of immune compo-

nents for proper disease resistance activation [37, 38, 39, 40, 41, 42]. Our lab previously showed

that ATL9 localizes to the ER in plant cells [19]. In this study, we wanted to determine which

components of ATL9 were essential for correct protein localization. Using the transmembrane

domain deletion mutant of ATL9, we found that GFP fluorescence was no longer expressed in

the same cellular localization as ATL9-GFP (S4D Fig), suggesting that the loss of the TM

domain alters the localization of ATL9 and leads to some loss of function. (S4D Fig).

In order to understand the link between the resistance phenotype and correct ATL9 locali-

zation, we constructed 35S:ATL9ΔTM over-expression transgenic Arabidopsis and the PATL9:

ATL9ΔTM complementary transgenic Arabidopsis plants. Furthermore, we also constructed

35S:ATL9, 35S:ATL9ΔPEST, 35S:ATL9ΔRING over-expression transgenic Arabidopsis lines

and PATL9:ATL9, PATL9:ATL9ΔPEST, PATL9:ATL9ΔRING complementary transgenic Arabidop-
sis to investigate how the RING domain, PEST domain and TM domain affect the resistance

Fig 4. Both the PEST domain and the RING domain contribute to ATL9’s short half-life. (A) Degradation of the ATL9-GFP,

ATL9ΔPEST-GFP and ATL9ΔRING-GFP in onion epidermal cells. Method used in this assay is as described in Fig 2. (B) Measurement

of ATL9-GFP’s, ATL9ΔPEST-GFP’s and ATL9ΔRING-GFP’s half-life in tobacco leaves by western blot. Method used in this assay is as

described in Fig 2. Prior to blocking, the membrane was stained with Ponceau S solution to show equal amounts of protein loaded per

lane.

https://doi.org/10.1371/journal.pone.0188458.g004
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phenotype. Homozygous transgenic lines were selected from the T3 generation and subjected

to light inoculation with G. cichoracearum. To assay the resistance phenotype, mature conidio-

phores were quantified using trypan blue 5 dpi. Our results showed that PATL9:ATL9 comple-

mentary transgenic plants were as resistant as wild-type Col-0 to fungal infection; while PATL9:

ATL9ΔTM, PATL9:ATL9ΔRING and PATL9:ATL9ΔPEST complementary transgenic plants were

more susceptible to G. cichoracearum. All deletion mutants showed a similar susceptibility

phenotype to the original atl9 T-DNA insertional mutant (Fig 5A and 5B). Furthermore, inoc-

ulation results from 35S:ATL9, 35S:ATL9ΔTM, 35S:ATL9ΔPEST, 35S:ATL9ΔRING over-

expression transgenic plants also confirmed our conclusion (Fig 5C and 5D). Meanwhile, a

transgenic line overexpressing ATL9 was clearly more resistant to the fungal pathogen than

Col-0. These data indicate that increased expression of ATL9 will enhance the plant’s defense

phenotype and that ATL9 function in disease resistance depends on its E3 ligase activity, pro-

tein localization, and the PEST domain.

Discussion

Recent studies have highlighted the importance of the UPS as regulators in the plant resistance

response [43, 44, 45, 46, 47, 48, 49, 50]. ATL family genes that encode RING-H2 finger proteins

are rapidly induced in response to elicitors [51]. Although information on the molecular func-

tion of ATL family proteins is limited, several ATL proteins have been found involved in plant

innate immunity. EL5, a rice ATL protein, is upregulated by N-acetylchitooligosaccharide and

is involved in plant defense responses through the turnover of proteins via the UPS [35]. The

Arabidopsis ATL2 gene has also been shown to be involved in plant defense [51]. In ATL2 con-

stitutive expression mutants, the expression of the pathogenesis-related genes NPR1, PAL,

CHS and PDF2.1 were altered (Serrano and Guzman, 2004). The tobacco ATL gene ACRE-132
is also rapidly induced during both Avr9- and Cf-9–mediated defense responses [52]. Previ-

ously our group showed that Arabidopsis ATL9 is involved in both chitin- and NADPH oxi-

dase- mediated defense responses [19]. In this study, we show that ATL9 is also induced by

wounding, suggesting that ATL9 may be involved in other plant immune responses. Although

our knowledge about how plants perceive pathogens and activate associated defense signaling

pathways continues to increase, the molecular mechanisms underlying the termination of

these responses remain obscure. As excessive or prolonged activation of immune responses

are deleterious to the host plant, it is important to understand how plant immunity-related

proteins are down regulated. Ubiquitination has been identified as a major player in plant

innate immunity attenuation [28]. Two U-box E3 ligases, PUB12 and PUB13 were identified

as negative regulators of flagellin signaling by direct ubiquitination of FLS2 [28]. ATL9, which

is involved in chitin- and NADPH oxidase- mediated defense responses, is also a self-ubiquiti-

nating E3 ligase. The difference between the GUS activity in PATL9:GUS and PATL9:ATL9-GUS
transgenic Arabidopsis suggest that post translational regulation of ATL9 might be involved.

Therefore, understanding the mechanism of its post translational regulation is critical to fur-

ther reveal the role of E3 ligase in plant defense response. In this study, we found that ATL9 is

a short-lived protein and its PEST domain, which is suggested to serve as a proteolytic signal

in the UPS, plays an important role in ATL9’s rapid degradation. The RING domain of these

proteins has been shown to be essential in numerous studies characterizing E3 ligase activity

[53, 54, 55, 56]. In the current study, a His156 to Tyr156 point mutation of ATL9 resulted in

prolonged protein stabilization, suggesting that E3 ligase activity also contributes to its degra-

dation. Additionally, the proteasome inhibitor MG132 was shown to prevent the degradation

of ATL9, suggesting that ATL9 is degraded via a proteasome-dependent mechanism. Since

ATL9 is a self-ubiquitinating E3 ligase [28], we hypothesize that after completing its function

ATL9 is a short-lived protein
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in plant immunity, ATL9, as an E3 ligase, ubiquitinates itself by recognizing its own PEST

sequences. Then the ubiquitinated ATL9 is transferred to the proteasome where it is degraded

[39].

Fig 5. Effect of deletion mutants on resistant phenotype. (A) Inoculation results of PATL9:ATL9, PATL9:

ATL9ΔTM, PATL9:ATL9ΔPEST and PATL9:ATL9ΔRING transgenic plants. (B) Microscopic disease symptoms

of PATL9:ATL9, PATL9:ATL9ΔTM, PATL9:ATL9ΔPEST and PATL9:ATL9ΔRING transgenic plants inoculated

with G. cichoracearum. Scale bar is 1mm (C) Inoculation result of 35S:ATL9, 35S:ATL9ΔTM, 35S:

ATL9ΔPEST and 35S:ATL9ΔRING overexpression plants. (D) Microscopic disease symptoms of 35S:ATL9,

35S:ATL9ΔTM, 35S:ATL9ΔPEST and 35S:ATL9ΔRING overexpression transgenic plants inoculated with G.

cichoracearum. Scale bar is 1mm. All transgenic lines used in this experiment are in the atl9 mutant

background. Four-week old Arabidopsis were inoculated with powdery mildew and placed in a growth

chamber at 22˚C day/19˚C night with 16 hours of light per 24 hrs. Leaves at 5 dpi were harvested and stained

in a trypan blue solution overnight and then decolorized in 95% ethanol overnight. The number of

conidiophores per colony was determined from at least 18 leaves taken from 18 plants per genotype.

Significance among different samples was analyzed by ANOVA and post hoc test. * indicates p-value < 0.05,

when sample compared to Col-0. ** indicates p-value < 0.008 (Bonferroni adjustment p-value), when sample

compared to Col-0.

https://doi.org/10.1371/journal.pone.0188458.g005
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The localization of a resistance protein within the plant cell is essential in mounting an

effective disease resistance response. For example, nuclear accumulation of the Arabidopsis
NB-LRR receptor RPS4, which recognizes the bacterial type III effector AvrRps4, is necessary

for triggering immunity [57]. In potato, increasing accumulation of NB-LRR Rx protein in the

cytosol leads to enhanced Rx resistance function, while increasing the accumulation of Rx in

the nucleus leads to inhibition of Rx resistance functions [37, 39]. The Arabidopsis NB-LRR

protein RPM1, which recognizes the bacterial effector protein AvrRpm1, is activated at, and

functions on, the plasma membrane [15]. Flax L6 protein, which confers resistance to the flax

rust phytopathogenic fungusMelampsora lini, contains an N-terminal domain that localizes

the L6 protein to the Golgi apparatus. Removal of the N-terminal domain reduces L6 resis-

tance function [56], suggesting that the Golgi localization is required for appropriate L6 func-

tion. Our group previously showed that ATL9 localizes to ER [19]. In the current work, our

data clearly demonstrate that the two transmembrane domains of ATL9 are important for

both its localization and its resistance function, suggesting that correct localization of ATL9 is

critical for its function.

The presence of a PEST domain is known to expedite protein degradation and previous

studies have shown that the PEST domain plays an important role in animal development

[53, 54, 55]. In Drosophila, phosphorylation of the Cactus PEST domain, which will free Dorsal

for nuclear translocation on the ventral and lateral sides of the embryo, is essential for axis for-

mation during development [53]. PEST domain enriched tyrosine phosphatase (PEP) has

been identified as an important positive regulator of anaphylaxis in mice [54]. The human

NOTCH1 protein plays roles in a variety of developmental processes by controlling cell fate

decisions. NOTCH1 PEST domain mutations are an adverse prognostic factor in B-cell

chronic lymphocytic leukaemia (B-CLL) [55]. Compared to animals, few studies have tested

the role of the PEST domain in plants. In the current study, we show that the PEST domain of

ATL9 plays an important role in both protein degradation and its resistance function. To our

knowledge, this is the first experimental evidence detailing the importance of PEST domains

in plant resistance.

Accumulating evidence strongly suggests that E3 ligases play important roles in plant

defense. Previous studies showed that the RING domain is critical for RING-type E3 ubiquitin

ligase function [33, 34, 35, 36]. Our data show that both the resistance function and degrada-

tion of ATL9 depend on its E3 ligase activity. Since both the PEST domain and RING domain

of ATL9 are critical to ATL9 degradation and are important for its resistance function, it is rea-

sonable to hypothesize that post-translational regulation plays an important role in ATL9-me-

diated plant resistance responses. To further address this question, we are interested in

identifying specific targets of ATL9 for degradation via protein-protein interaction. Our previ-

ous studies have shown that ATL9 is involved in chitin- and NADPH-oxidase mediated

defense, as well as wounding [19], all major defense pathways. Future work will involve identi-

fying the specific targets of ATL9 during the defense response in order to provide more precise

information on how ATL9 plays a part in these pathways and assist us in understanding the

role of this E3 ligase in overall defense signaling.

Supporting information

S1 Fig. Expression of CRP1 in Arabidopsis tissues at different developmental stages. Differ-

ent developmental stages of PCRP1:GUSwere subjected to GUS staining at 37˚C for at least 4

hours. (A) 2-day old germinating seedling. (B) 4-day old seedling. (C) 7-day old seedling.

(D) 3-week old plant. (E) Flower. (F) Siliques. Seedlings and tissues were stained overnight at

37˚C in GUS staining buffer. Samples were destained for up to 8 hours in 95% Ethanol and
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observed. Scale bar: 0.5mm in A-C;1mm in D-F.

(TIF)

S2 Fig. ATL9 is induced by wounding and chitin. (A) PATL9:GUS activity in tissue around the

wounding treatment. 40-day old transgenic plant leaves was wounded using tweezers, and

immediately subjected to GUS staining. We also provided PATL2L:GUS as another control for

wounding treatment. (B) PATL9:GUS activity in leaves with/without chitin treatment 40-day

old transgenic plant leaves were treated by 1 mg/mL CSC for 24 hours, and then subject to

GUS staining.

(TIF)

S3 Fig. Effect of ATL9-GFP and GFP on resistant phenotype. (A) Inoculation result of 35S:

ATL9-GFP and 35S:GFP transgenic plants. (B) Microscopic disease symptoms of 35S:ATL9-
GFP and 35S:GFP inoculated with G. cichoracearum. Scale bar is 1mm. Transgenic lines used

in this experiment are in the atl9mutant background. Salicylic acid-deficient NahG transgenic

line was served as the negative control. Inoculation method has been described in Fig 5. Signif-

icance among different samples was analyzed by ANOVA and post hoc test. � indicates p-

value < 0.05, when sample compared to Col-0. �� indicates p-value < 0.008 (Bonferroni

adjustment p-value), when sample compared to Col-0.

(TIF)

S4 Fig. ATL9 protein structure. (A) Construct of ATL9ΔPEST. Amino acids were deleted

from wild type sequence. (B) ATL9 protein structure. (C) In the RING motif structure of

ATL9 His156 was changed to Tyr156 in the ATL9ΔRING mutant. (D) Subcellular localization

of free GFP, 35S:ATL9-GFP and 35S:ATL9ΔTM-GFP. For the ATL9ΔTM mutant, transmem-

brane domains were deleted.

(TIF)

S1 Table. Data sheet of conidiophores/colony for Fig 5A. Data records and statistical analy-

sis.

(XLSX)

S2 Table. Data sheet of conidiophores/colony for Fig 5C. Data records and statistical analy-

sis.

(XLSX)

S3 Table. Data sheet of conidiophores/colony for S3A Fig. Data records and statistical analy-

sis.

(XLSX)

Acknowledgments

We thank the members of the Ramonell and Shan labs for helpful discussions and review of

the manuscript.

Author Contributions

Conceptualization: Fengyan Deng, Tingwei Guo.

Data curation: Fengyan Deng, Tingwei Guo.

Formal analysis: Fengyan Deng, Tingwei Guo.

Funding acquisition: Katrina M. Ramonell.

ATL9 is a short-lived protein

PLOS ONE | https://doi.org/10.1371/journal.pone.0188458 November 21, 2017 14 / 18

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0188458.s002
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0188458.s003
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0188458.s004
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0188458.s005
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0188458.s006
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0188458.s007
https://doi.org/10.1371/journal.pone.0188458


Investigation: Fengyan Deng, Tingwei Guo, Mitchell Lefebvre, Steven Scaglione, Christopher

J. Antico, Tao Jing, Xin Yang.

Methodology: Fengyan Deng, Tingwei Guo.

Project administration: Katrina M. Ramonell.

Supervision: Katrina M. Ramonell.

Validation: Fengyan Deng, Tingwei Guo.

Visualization: Fengyan Deng, Tingwei Guo.

Writing – original draft: Fengyan Deng, Tingwei Guo.

Writing – review & editing: Fengyan Deng, Tingwei Guo, Mitchell Lefebvre, Weixing Shan,

Katrina M. Ramonell.

References
1. Jones JD and Dangl JL. 2006 The plant immune system. Nature. 2006; 444(7117): 323–329. https://

doi.org/10.1038/nature05286 PMID: 17108957

2. Gomez-Gomez L. Plant perception systems for pathogen recognition and defence. Mol Immunol. 2004;

41(11): 1055–1062. https://doi.org/10.1016/j.molimm.2004.06.008 PMID: 15476917

3. Greenberg JT and Yao N. The role and regulation of programmed cell death in plant-pathogen interac-

tions. Cell Microbiol. 2004; 6(3): 201–211. PMID: 14764104

4. Marino D, Peeters N, and Rivas S. Ubiquitination during plant immune signaling. Plant Physiol. 2012;

160(1): 15–27. https://doi.org/10.1104/pp.112.199281 PMID: 22689893

5. Trujillo M and Shirasu K. Ubiquitination in plant immunity. Curr Opin Plant Biol. 2010; 13(4): 402–408.

https://doi.org/10.1016/j.pbi.2010.04.002 PMID: 20471305

6. Liu H and Stone SL. Abscisic acid increases Arabidopsis ABI5 transcription factor levels by promoting

KEG E3 ligase self-ubiquitination and proteasomal degradation. Plant Cell. 2010; 22(8): 2630–2641.

https://doi.org/10.1105/tpc.110.076075 PMID: 20682837

7. Liu HX and Stone SL. Cytoplasmic Degradation of the Arabidopsis Transcription Factor ABSCISIC

ACID INSENSITIVE 5 Is Mediated by the RING-type E3 Ligase KEEP ON GOING. J BIOL CHEM.

2013; 288(28): 20267–20279. https://doi.org/10.1074/jbc.M113.465369 PMID: 23720747

8. Pauwels L, Ritter A, Goossens J, Durand AN, Liu H, Gu Y, Goossens A. The RING E3 Ligase KEEP

ON GOING Modulates JASMONATE ZIM-DOMAIN12 Stability. Plant Physiol. 2015; 169(2): 1405–

1417. https://doi.org/10.1104/pp.15.00479 PMID: 26320228

9. Copeland C, Ao K, Huang Y, Tong M and Li X. The Evolutionarily Conserved E3 Ubiquitin Ligase

AtCHIP Contributes to Plant Immunity. Front. Plant Sci. 2016 March 15. 7. doi:ARTN 309.

10. Downes BP, Stupar RM, Gingerich DJ and Vierstra RD. The HECT ubiquitin-protein ligase (UPL) family

in Arabidopsis: UPL3 has a specific role in trichome development. Plant J. 2003; 35(6): 729–742.

PMID: 12969426

11. Stone SL, Hauksdottir H, Troy A, Herschleb J, Kraft E and Callis J. Functional analysis of the RING-type

ubiquitin ligase family of Arabidopsis. PLANT PHYSIOL. 2005; 137(1): 13–30. https://doi.org/10.1104/

pp.104.052423 PMID: 15644464

12. Vierstra RD. The ubiquitin-26S proteasome system at the nexus of plant biology. NAT REV MOL CELL

BIO. 2009; 10(6): 385–397.

13. Yee D and Goring DR. The diversity of plant U-box E3 ubiquitin ligases: from upstream activators to

downstream target substrates. J EXP BOT. 2009; 60(4): 1109–1121. https://doi.org/10.1093/jxb/

ern369 PMID: 19196749

14. Serrano M, Parra S, Alcaraz LD and Guzman P. The ATL gene family from Arabidopsis thaliana and

Oryza sativa comprises a large number of putative ubiquitin ligases of the RING-H2 type. J MOL EVOL.

2006; 62(4): 434–445. https://doi.org/10.1007/s00239-005-0038-y PMID: 16557337

15. Guzman P. ATLs and BTLs, plant-specific and general eukaryotic structurally-related E3 ubiquitin ligases.

Plant Sci. 2014; 215–216, 69–75. https://doi.org/10.1016/j.plantsci.2013.10.017 PMID: 24388516

16. Serrano M and Guzman P. Isolation and gene expression analysis of Arabidopsis thaliana mutants with

constitutive expression of ATL2, an early elicitor-response RING-H2 zinc-finger gene. Genetics. 2004;

167(2): 919–929. https://doi.org/10.1534/genetics.104.028043 PMID: 15238540

ATL9 is a short-lived protein

PLOS ONE | https://doi.org/10.1371/journal.pone.0188458 November 21, 2017 15 / 18

https://doi.org/10.1038/nature05286
https://doi.org/10.1038/nature05286
http://www.ncbi.nlm.nih.gov/pubmed/17108957
https://doi.org/10.1016/j.molimm.2004.06.008
http://www.ncbi.nlm.nih.gov/pubmed/15476917
http://www.ncbi.nlm.nih.gov/pubmed/14764104
https://doi.org/10.1104/pp.112.199281
http://www.ncbi.nlm.nih.gov/pubmed/22689893
https://doi.org/10.1016/j.pbi.2010.04.002
http://www.ncbi.nlm.nih.gov/pubmed/20471305
https://doi.org/10.1105/tpc.110.076075
http://www.ncbi.nlm.nih.gov/pubmed/20682837
https://doi.org/10.1074/jbc.M113.465369
http://www.ncbi.nlm.nih.gov/pubmed/23720747
https://doi.org/10.1104/pp.15.00479
http://www.ncbi.nlm.nih.gov/pubmed/26320228
http://www.ncbi.nlm.nih.gov/pubmed/12969426
https://doi.org/10.1104/pp.104.052423
https://doi.org/10.1104/pp.104.052423
http://www.ncbi.nlm.nih.gov/pubmed/15644464
https://doi.org/10.1093/jxb/ern369
https://doi.org/10.1093/jxb/ern369
http://www.ncbi.nlm.nih.gov/pubmed/19196749
https://doi.org/10.1007/s00239-005-0038-y
http://www.ncbi.nlm.nih.gov/pubmed/16557337
https://doi.org/10.1016/j.plantsci.2013.10.017
http://www.ncbi.nlm.nih.gov/pubmed/24388516
https://doi.org/10.1534/genetics.104.028043
http://www.ncbi.nlm.nih.gov/pubmed/15238540
https://doi.org/10.1371/journal.pone.0188458


17. Noda S, Takahashi Y, Tsurumaki Y, Yamamura M, Nishikubo N, Yamaguchi M, et al. ATL54, a RING-

H2 domain protein selected by a gene co-expression network analysis, is associated with secondary

cell wall formation in Arabidopsis. Plant Biotechnol. 2013; 30(2): 169–174.

18. Maekawa S, Sato T, Asada Y, Yasuda S, Yoshida M, Chiba Y, et al. The Arabidopsis ubiquitin ligases

ATL31 and ATL6 control the defense response as well as the carbon/nitrogen response. PLANT MOL

BIOL. 2012; 79(3): 217–227. https://doi.org/10.1007/s11103-012-9907-0 PMID: 22481162

19. Berrocal-Lobo M, Stone S, Yang X, Antico J, Callis J, Ramonell KM, et al. ATL9, a RING Zinc Finger

Protein with E3 Ubiquitin Ligase Activity Implicated in Chitin- and NADPH Oxidase-Mediated Defense

Responses. PLoS One. 2010; 5(12). doi:ARTN 14426

20. Rechsteiner M and Rogers SW. PEST sequences and regulation by proteolysis. TRENDS BIOCHEM

SCI. 1996; 21(7): 267–271. PMID: 8755249

21. Rogers S, Wells R and Rechsteiner M. Amino-Acid-Sequences Common to Rapidly Degraded Proteins

—the Pest Hypothesis. Science. 1986; 234(4774): 364–368. PMID: 2876518

22. Kawchuk LM, Hachey J, Lynch DR, Kulcsar F, van Rooijen G, Waterer DR, et al. Tomato Ve disease

resistance genes encode cell surface-like receptors. PNAS. 2001; 98(11): 6511–6515. https://doi.org/

10.1073/pnas.091114198 PMID: 11331751

23. Robatzek S, Chinchilla D, and Boller T. Ligand-induced endocytosis of the pattern recognition receptor

FLS2 in Arabidopsis. GENE DEV. 2006; 20(5): 537–542. https://doi.org/10.1101/gad.366506 PMID:

16510871

24. Vogel J and Somerville S. Isolation and characterization of powdery mildew-resistant Arabidopsis

mutants. PNAS. 2000; 97(4): 1897–1902. https://doi.org/10.1073/pnas.030531997 PMID: 10677553

25. Curtis MD and Grossniklaus U. A gateway cloning vector set for high-throughput functional analysis of

genes in planta. PLANT PHYSIOL. 2003; 133(2): 462–469. https://doi.org/10.1104/pp.103.027979

PMID: 14555774

26. Zhang XR, Henriques R, Lin SS, Niu QW and Chua NH. Agrobacterium-mediated transformation of

Arabidopsis thaliana using the floral dip method. Nature Protocols. 2006; 1(2): 641–646. https://doi.org/

10.1038/nprot.2006.97 PMID: 17406292

27. Weigel D and Glazebrook J. Arabidopsis: A Laboratory Manual. New York: Cold Spring Harbor Labora-

tory Press; 2002.

28. Lu DP, Lin WW, Gao XQ, Wu SJ, Cheng C, Avila J, et al. Direct Ubiquitination of Pattern Recognition

Receptor FLS2 Attenuates Plant Innate Immunity. Science. 2011; 332(6036): 1439–1442. https://doi.

org/10.1126/science.1204903 PMID: 21680842

29. Zeng LR, Vega-Sanchez ME, Zhu T and Wang GL. Ubiquitination-mediated protein degradation and

modification: an emerging theme in plant-microbe interactions. Cell Research. 2006; 16(5): 413–426.

https://doi.org/10.1038/sj.cr.7310053 PMID: 16699537

30. Nelson BK, Cai X and Nebenfuhr A. A multicolored set of in vivo organelle markers for co-localization

studies in Arabidopsis and other plants. Plant J. 2007; 51(6): 1126–1136. https://doi.org/10.1111/j.

1365-313X.2007.03212.x PMID: 17666025

31. Adachi S, Uchimiya H and Umeda M. Expression of B2-type cyclin-dependent kinase is controlled by

protein degradation in Arabidopsis thaliana. PLANT CELL PHYSIOL. 2006; 47(12): 1683–1686.

https://doi.org/10.1093/pcp/pcl034 PMID: 17099223

32. Lukov GL and Goodell MA.). LYL1 Degradation by the Proteasome Is Directed by a N-Terminal PEST

Rich Site in a Phosphorylation-Independent Manner. PLoS One. 2010 September 10. 5(9). doi:ARTN

e12692 https://doi.org/10.1371/journal.pone.0012692

33. Lin SS, Martin R, Mongrand S, Vandenabeele S, Chen KC, Jang IC, et al. RING1 E3 ligase localizes to

plasma membrane lipid rafts to trigger FB1-induced programmed cell death in Arabidopsis. Plant J.

2008; 56(4): 550–561. https://doi.org/10.1111/j.1365-313X.2008.03625.x PMID: 18643987

34. Lorick KL, Jensen JP, Fang SY, Ong AM, Hatakeyama S and Weissman AM. RING fingers mediate ubi-

quitin-conjugating enzyme (E2)-dependent ubiquitination. PNAS. 1999; 96(20): 11364–11369. PMID:

10500182

35. Takai R, Matsuda N, Nakano A, Hasegawa K, Akimoto C, Shibuya N, et al. EL5, a rice N-acetylchitooli-

gosaccharide elicitor-responsive RING-H2 finger protein, is a ubiquitin ligase which functions in vitro in

co-operation with an elicitor-responsive ubiquitin-conjugating enzyme, OsUBC5b. Plant J. 2002; 30(4):

447–455. PMID: 12028574

36. Xie Q, Guo HS, Dallman G, Fang SY, Weissman AM and Chua NH. SINAT5 promotes ubiquitin-related

degradation of NAC1 to attenuate auxin signals. Nature. 2002; 419(6903): 167–170. https://doi.org/10.

1038/nature00998 PMID: 12226665

37. Deslandes L and Rivas S. The plant cell nucleus: a true arena for the fight between plants and patho-

gens. Plant Signal Behav. 2011; 6(1): 42–48. https://doi.org/10.4161/psb.6.1.13978 PMID: 21258210

ATL9 is a short-lived protein

PLOS ONE | https://doi.org/10.1371/journal.pone.0188458 November 21, 2017 16 / 18

https://doi.org/10.1007/s11103-012-9907-0
http://www.ncbi.nlm.nih.gov/pubmed/22481162
http://www.ncbi.nlm.nih.gov/pubmed/8755249
http://www.ncbi.nlm.nih.gov/pubmed/2876518
https://doi.org/10.1073/pnas.091114198
https://doi.org/10.1073/pnas.091114198
http://www.ncbi.nlm.nih.gov/pubmed/11331751
https://doi.org/10.1101/gad.366506
http://www.ncbi.nlm.nih.gov/pubmed/16510871
https://doi.org/10.1073/pnas.030531997
http://www.ncbi.nlm.nih.gov/pubmed/10677553
https://doi.org/10.1104/pp.103.027979
http://www.ncbi.nlm.nih.gov/pubmed/14555774
https://doi.org/10.1038/nprot.2006.97
https://doi.org/10.1038/nprot.2006.97
http://www.ncbi.nlm.nih.gov/pubmed/17406292
https://doi.org/10.1126/science.1204903
https://doi.org/10.1126/science.1204903
http://www.ncbi.nlm.nih.gov/pubmed/21680842
https://doi.org/10.1038/sj.cr.7310053
http://www.ncbi.nlm.nih.gov/pubmed/16699537
https://doi.org/10.1111/j.1365-313X.2007.03212.x
https://doi.org/10.1111/j.1365-313X.2007.03212.x
http://www.ncbi.nlm.nih.gov/pubmed/17666025
https://doi.org/10.1093/pcp/pcl034
http://www.ncbi.nlm.nih.gov/pubmed/17099223
https://doi.org/10.1371/journal.pone.0012692
https://doi.org/10.1111/j.1365-313X.2008.03625.x
http://www.ncbi.nlm.nih.gov/pubmed/18643987
http://www.ncbi.nlm.nih.gov/pubmed/10500182
http://www.ncbi.nlm.nih.gov/pubmed/12028574
https://doi.org/10.1038/nature00998
https://doi.org/10.1038/nature00998
http://www.ncbi.nlm.nih.gov/pubmed/12226665
https://doi.org/10.4161/psb.6.1.13978
http://www.ncbi.nlm.nih.gov/pubmed/21258210
https://doi.org/10.1371/journal.pone.0188458


38. Garcia AV and Parker JE. Heaven’s Gate: nuclear accessibility and activities of plant immune regula-

tors. TRENDS PLANT SCI. 2009; 14(9): 479–487. https://doi.org/10.1016/j.tplants.2009.07.004 PMID:

19716748

39. Meier I and Somers DE. Regulation of nucleocytoplasmic trafficking in plants. Curr Opin Plant Biol.

2011; 14(5): 538–546. https://doi.org/10.1016/j.pbi.2011.06.005 PMID: 21764628

40. Slootweg E, Roosien J, Spiridon LN, Petrescu AJ, Tameling W, Joosten M, et al. Nucleocytoplasmic

Distribution Is Required for Activation of Resistance by the Potato NB-LRR Receptor Rx1 and Is Bal-

anced by Its Functional Domains. Plant Cell. 2010; 22(12): 4195–4215. https://doi.org/10.1105/tpc.

110.077537 PMID: 21177483

41. Tameling WIL, Nooijen C, Ludwig N, Boter M, Slootweg E, Goverse A, et al. RanGAP2 Mediates

Nucleocytoplasmic Partitioning of the NB-LRR Immune Receptor Rx in the Solanaceae, Thereby Dictat-

ing Rx Function. Plant Cell. 2010; 22(12): 4176–4194. https://doi.org/10.1105/tpc.110.077461 PMID:

21169509

42. Wiermer M, Palma K, Zhang Y and Li X. Should I stay or should I go? Nucleocytoplasmic trafficking in

plant innate immunity. Cell Microbiol. 2007; 9(8): 1880–1890. https://doi.org/10.1111/j.1462-5822.

2007.00962.x PMID: 17506817

43. Bae H, Kim SK, Cho SK, Kang BG and Kim WT. Overexpression of OsRDCP1, a rice RING domain-

containing E3 ubiquitin ligase, increased tolerance to drought stress in rice (Oryza sativa L.). Plant Sci.

2011; 180(6): 775–782. https://doi.org/10.1016/j.plantsci.2011.02.008 PMID: 21497713

44. Bopopi JM, Vandeputte OM, Himanen K, Mol A, Vaessen Q, El Jaziri M and Baucher M. Ectopic expres-

sion of PtaRHE1, encoding a poplar RING-H2 protein with E3 ligase activity, alters plant development

and induces defence-related responses. J EXP BOT. 2010; 61(1): 297–310. https://doi.org/10.1093/

jxb/erp305 PMID: 19892745

45. Liu YC, Wu YR, Huang XH, Sun J and Xie Q. AtPUB19, a U-box E3 ubiquitin ligase, negatively regu-

lates abscisic acid and drought responses in Arabidopsis thaliana. Mol Plant. 2011; 4(6): 938–946.

https://doi.org/10.1093/mp/ssr030 PMID: 21502661

46. Park GG, Park JJ, Yoon J, Yu SN and An G. A RING finger E3 ligase gene, Oryza sativa Delayed Seed

Germination 1 (OsDSG1), controls seed germination and stress responses in rice. PLANT MOL BIOL.

74(4–5): 467–478. https://doi.org/10.1007/s11103-010-9687-3 PMID: 20878348

47. Park JJ, Yi J, Yoon J, Cho LH, Ping J, Jeong HJ, et al. OsPUB15, an E3 ubiquitin ligase, functions to

reduce cellular oxidative stress during seedling establishment. Plant J. 2011; 65(2): 194–205. https://

doi.org/10.1111/j.1365-313X.2010.04416.x PMID: 21223385

48. Thangasamy S, Guo CL, Chuang MH, Lai MH, Chen JC and Jauh GY. Rice SIZ1, a SUMO E3 ligase,

controls spikelet fertility through regulation of anther dehiscence. New Phytol. 2011; 189(3): 869–882.

https://doi.org/10.1111/j.1469-8137.2010.03538.x PMID: 21083564

49. Yang CW, Gonzalez-Lamothe R, Ewan RA, Rowland O, Yoshioka H, Shenton M, et al. The E3 ubiquitin

ligase activity of Arabidopsis PLANT U-BOX17 and its functional tobacco homolog ACRE276 are

required for cell death and defense. Plant Cell. 2006; 18(4): 1084–1098. https://doi.org/10.1105/tpc.

105.039198 PMID: 16531496

50. Zhao W, Wang LJ, Zhang M, Yuan C and Gao CJ. E3 Ubiquitin Ligase Tripartite Motif 38 Negatively

Regulates TLR-Mediated Immune Responses by Proteasomal Degradation of TNF Receptor-Associ-

ated Factor 6 in Macrophages. J IMMUNOL. 2012; 188(6): 2567–2574. https://doi.org/10.4049/

jimmunol.1103255 PMID: 22323536

51. Salinas-Mondragon RE, Garciduenas-Pina C and Guzman P. Early elicitor induction in members of a

novel multigene family coding for highly related RING-H2 proteins in Arabidopsis thaliana. Plant Mol

Biol. 1999; 40(4): 579–590. PMID: 10480382

52. Durrant WE, Rowland O, Piedras P, Hammond-Kosack KE and Jones JDG. cDNA-AFLP reveals a

striking overlap in race-specific resistance and wound response gene expression profiles. Plant Cell.

2000; 12(6): 963–977. PMID: 10852940

53. Liu ZP, Galindo RL and Wasserman SA. A role for CKII phosphorylation of the cactus PEST domain in

dorsoventral patterning of the Drosophila embryo. GENE DEV. 1997; 11(24): 3413–3422. PMID:

9407033

54. Obiri DD, Flink N, Maier JV, Neeb A, Maddalo D, Thiele W, et al. PEST-domain-enriched tyrosine phos-

phatase and glucocorticoids as regulators of anaphylaxis in mice. Allergy. 2012; 67(2): 175–182.

https://doi.org/10.1111/j.1398-9995.2011.02731.x PMID: 21981059

55. Sportoletti P, Baldoni S, Cavalli L, Del Papa B, Bonifacio E, Ciurnelli R, et al. NOTCH1 PEST domain

mutation is an adverse prognostic factor in B-CLL. BRIT J HAEMATOL. 2010; 151(4: 404–406.

56. Takemoto D., Rafiqi M., Hurley U., Lawrence G. J., Bernoux M., Hardham A. R., et al. N-Terminal Motifs

in Some Plant Disease Resistance Proteins Function in Membrane Attachment and Contribute to

ATL9 is a short-lived protein

PLOS ONE | https://doi.org/10.1371/journal.pone.0188458 November 21, 2017 17 / 18

https://doi.org/10.1016/j.tplants.2009.07.004
http://www.ncbi.nlm.nih.gov/pubmed/19716748
https://doi.org/10.1016/j.pbi.2011.06.005
http://www.ncbi.nlm.nih.gov/pubmed/21764628
https://doi.org/10.1105/tpc.110.077537
https://doi.org/10.1105/tpc.110.077537
http://www.ncbi.nlm.nih.gov/pubmed/21177483
https://doi.org/10.1105/tpc.110.077461
http://www.ncbi.nlm.nih.gov/pubmed/21169509
https://doi.org/10.1111/j.1462-5822.2007.00962.x
https://doi.org/10.1111/j.1462-5822.2007.00962.x
http://www.ncbi.nlm.nih.gov/pubmed/17506817
https://doi.org/10.1016/j.plantsci.2011.02.008
http://www.ncbi.nlm.nih.gov/pubmed/21497713
https://doi.org/10.1093/jxb/erp305
https://doi.org/10.1093/jxb/erp305
http://www.ncbi.nlm.nih.gov/pubmed/19892745
https://doi.org/10.1093/mp/ssr030
http://www.ncbi.nlm.nih.gov/pubmed/21502661
https://doi.org/10.1007/s11103-010-9687-3
http://www.ncbi.nlm.nih.gov/pubmed/20878348
https://doi.org/10.1111/j.1365-313X.2010.04416.x
https://doi.org/10.1111/j.1365-313X.2010.04416.x
http://www.ncbi.nlm.nih.gov/pubmed/21223385
https://doi.org/10.1111/j.1469-8137.2010.03538.x
http://www.ncbi.nlm.nih.gov/pubmed/21083564
https://doi.org/10.1105/tpc.105.039198
https://doi.org/10.1105/tpc.105.039198
http://www.ncbi.nlm.nih.gov/pubmed/16531496
https://doi.org/10.4049/jimmunol.1103255
https://doi.org/10.4049/jimmunol.1103255
http://www.ncbi.nlm.nih.gov/pubmed/22323536
http://www.ncbi.nlm.nih.gov/pubmed/10480382
http://www.ncbi.nlm.nih.gov/pubmed/10852940
http://www.ncbi.nlm.nih.gov/pubmed/9407033
https://doi.org/10.1111/j.1398-9995.2011.02731.x
http://www.ncbi.nlm.nih.gov/pubmed/21981059
https://doi.org/10.1371/journal.pone.0188458


Disease Resistance. MPMI. 2012; 25(3): 379–392. https://doi.org/10.1094/MPMI-11-10-0272 PMID:

22046960

57. Wirthmueller L, Zhang Y, Jones JDG and Parker JE. Nuclear accumulation of the Arabidopsis immune

receptor RPS4 is necessary for triggering EDS1-dependent defense. CURR BIOL. 2007; 17(23):

2023–2029. https://doi.org/10.1016/j.cub.2007.10.042 PMID: 17997306

ATL9 is a short-lived protein

PLOS ONE | https://doi.org/10.1371/journal.pone.0188458 November 21, 2017 18 / 18

https://doi.org/10.1094/MPMI-11-10-0272
http://www.ncbi.nlm.nih.gov/pubmed/22046960
https://doi.org/10.1016/j.cub.2007.10.042
http://www.ncbi.nlm.nih.gov/pubmed/17997306
https://doi.org/10.1371/journal.pone.0188458

