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ABSTRACT: Fusarium wilt caused by the fungus Fusarium oxysporum f. sp. lycopersici (FOL) is one of the major 

devastating diseases of tomato plants throughout the world. There is no information on the molecular response of tomato 

line, Early Urbana-Y to FOL. The present study was performed to study the line response to FOL using phytopathological 

(disease severity and shoot fresh weight) as well as molecular methodologies. The transcription of several genes 

responsive to jasmonic acid (JA; Pin2), salicylic acid (SA; Chi3, Chi9 and PR1), the regulatory genes responsive to the 

signaling hormone JA (MYC2 and WRKY33) and ethylene (ET; ERF1) were studied by qRT-PCR technique at different 

time points after FOL inoculation (6-96 hour after inoculation). Disease symptoms development and reduced shoot fresh 

weight of the inoculated plants despite up-regulation of SA-dependent defense genes at different time points after 

pathogen infection indicated that SA signaling pathway is involved in the susceptibility of the Early Urbana-Y line to 

FOL. In contrast, JA and ET pathway genes were not strongly induced in response to the pathogen suggesting the 

involvement of JA/ET-mediated defense responses in reducing disease susceptibility. However, to gain a better 

understanding of enhanced resistance to fusarium wilt, more detailed molecular mechanisms underlying susceptibility of 

Early Urbana-Y line to FOL need to be further investigated in the future. 
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INTRODUCTION

Tomato wilt disease is one of the most prevalent and 

devastating diseases of tomatoes in the most growing 

areas of Iran [1]. The causal agent of the disease is 

Fusarium oxysporum f. sp. lycopersici (FOL) [2]. The 

symptoms of tomato fusarium wilt first appear as the 

chlorosis in some of the young leaves that gradually turn 

to yellow and occupy the whole leaf blade. As the disease 

progresses, the leaf tissue in the central part of the yellow 

areas is necrotized and dry off. Disease symptoms are also 

visible in vascular tissues of diseased plant stems. Root 

rot, crown rot, stem rot as well as the necrosis of vascular 

tissues lead to wilt and whole plant death. Therefore, the 

infected plants get desiccated under field conditions and 

destroyed [3].  

The interaction between pathogen and host is a complex 

and dynamic interrelation. Disease develops when its 

causal pathogen can escape from various layers of host 

defense. Plant immunity systems can recognize aliens and 

activate severe defensive responses to minimize the 

injuries caused by hazardous factors [4]. The activation of 
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such a system depends on particular signals recognized by 

a plant. Pathogen-Associated Molecular Patterns 

(PAMPs) associated with invading pathogens have been 

identified as potential signals involved in the activation of 

the plant immunity system. PAMP signals are recognized 

by Pattern Recognition Receptors (PRRs) of plants and a 

complex signal of PAMP-PRR leads to plant immunity 

system activation and defense genes expression [5]. Plant 

hormones such as salicylic acid (SA), jasmonic acid (JA) 

and ethylene (ET) play an important role in systemic and 

inter-cellular signaling systems to induce the expression 

of different defensive genes [6].  

SA is considered as an important endogenous immunity 

signal involved in the stimulation of plant defensive 

reactions to diseases. The infection of plants by pathogens 

leads to Systemic Acquired Resistance (SAR) induction 

via the stimulation of SA bioaccumulation [7]. SAR is a 

fortified defensive status against a wide range of 

pathogens that are triggered off throughout a plant 

following a local infection. The occurrence of SAR needs 

SA signaling [8] in such a way that SA plays a significant 

role in the activation of NPR1 transcription factor which 

is involved in the induction of Pathogenesis-Related 

Proteins (PRPs) genes and defensive genes expression [9]. 

On the other hand, JA-derived systemic resistance, known 

as Induced Systemic Resistance (ISR), is a counterpart of 

SA-derived SAR. ISR is mostly induced by Biological 

Control Agents (BCAs) and necrotrophic fungi. A 

jasmonate-derived metabolite, 7-isojasmonyl-L-

isoleucine as a plant defensive system inducing signaling 

molecule has a notable role in the activation of MYC2 

transcription factor and the induction of down-stream 

defensive genes [10]. ET signaling system is also 

regarded as an important part of plant intrinsic immunity 

system [11] in such a way which its biosynthesis is 

stimulated following a pathogenic attack and/ PAMP 

activation, and it gets involved in defensive response 

development via activation of the regulatory transcription 

factor, ERF1. ERF transcription factors include only a 

single DNA-binding domain, and their specific binding to 

GCC-box in the promoters of PRP gene and JA-, and ET-

induced genes which have already been reported [12]. 

Because of their hydrolytic activities on pathogen cell 

wall and in plant defense signaling pathways, most PRPs 

exhibit antimicrobial properties [13]. These proteins have 

been classified into 17 classes based on their function and 

characteristics from which beta-1, 3-glucanases and 

chitinases are two relevant groups of hydrolytic enzymes 

encountered in many plant species after their infection by 

various kinds of pathogens [14]. The co-occurrence of 

PRPs and SAR reflects the share and the important 

cooperation of these proteins in the increment of the 

defensive potential of induced tissues [15]. On the other 

hand, proteinase inhibitors can also limit pathogen access 

to the sources of amino acids via the reduction of the 

pathogen capability to digest the host proteins. Therefore, 

proteinase inhibitors can be widely induced in the 

response to insects and pathogenic invasions [16]. 

Different sorts of proteinase inhibiting proteins are 

usually found in plants. Proteinase inhibiting proteins 

have been classified based on the target group of 

proteinases they affect. Four groups of proteinases have 

been identified including serine proteinases, cysteine 

proteinases, aspartic proteinases, and metalloproteinases 

[17]. 

The induction of SA-dependent resistance and JA-

dependent resistance are antagonistically interrelated 

[18]. On the other hand, JA and ET as the major mediators 

of plant resistance to F. oxysporum [19] have positive 

interactions [20]. With some cases, JA and ET have 

induced SA activity and consequently increased 

expression of PRP genes [21]. Therefore, the signaling 

pathways dependent on these three plant hormones are 

interrelated in the precise regulation of defensive 

reactions that finally lead to the activation of plant 

defensive responses for the resistance to pathogens. The 

interaction between FOL and tomato is specifically 

controlled by race and cultivar dependent factors [22]. In 

this research, the transcriptional responses of the genes 

involved in signaling pathways dependent on JA/ ET and 

SA plant hormones were evaluated to get better 

understanding about the interactions between the Iranian 

line, Early Urbana-Y and the pathogenic fungus, FOL. 

Based on the available reports, this is the first report on 

the expression of these genes in tomato line, Early 

Urbana-Y against FOL. 

 

MATERIALS AND METHODS 

Culture of tomato plants 

Plant material used in this study was Early Urbana-Y, 

which was kindly granted by. Prof. Farokhi Nejhad 

(Shahid Chamran University, Ahwaz). The seeds were 

superficially sterilized in 2% sodium hypochlorite 

solution for 5 min, rinsed twice with sterile deionized 

water and then were sown in 72-cell plastic seedling 

starter trays filled with a 1:1 W/W mixture of sterilized 

vermiculite: agronomical soil. Two seed were planted per 
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cell and then were kept at 25°C under photoperiodic 

conditions of 16 h: 8 h light: darkness for 2 weeks [23]. 

Then, the plantlets were transferred to 1 L plastic pots 

containing sterilized vermiculite and soil (1:1 W/W) and 

grown in greenhouse with the conditions of 24-28°C, 40% 

RH and 16/8 h (L/D) photoperiod. The 4-leaf stage 

plantlets were treated. 

 

Preparation of fungal inoculum and treatments 

A culture of the fungus, Fusarium oxysporum f. sp. 

lycopersici was taken from the Plant Pathology 

Laboratory, Department of Plant Protection, Faculty of 

Agriculture, Agricultural Sciences and Natural Resources 

University of Khuzestan, Mollasani, Khuzestan, Iran. To 

prepare spore suspension, the fungus was hyphal tipped 

into fresh potato dextrose plates, and the culture plates 

sealed with the parafilm, incubated at 26 °C in dark for 

five days. Then, three mL of sterile deionized water was 

pipetted into each plate under sterile conditions of a 

laminar flow chamber. The spores were washed off via 

repeated pipetting over the whole colony. The prepared 

suspensions were pipetted out of the culture plates and 

collected into a single sterile falcon tube. The suspension 

was shaken and the density of spores was determined 

using a hemocytometry lamella (Neubauer Improved, 

HBG, Germany) and a light microscope (Olympus, 

Japan). The density of the spores (almost all single-celled 

microconidia) was adjusted to 106 microconidia per mL 

[24]. The 4-leaf stage plantlets were treated by adding 20 

mL spore suspension (106 spores/ mL) to the soil in the 

close vicinity of the plantlets just after transferring them 

to the pots considered for this purpose. For controls 

samples, only 20 mL sterile water was applied in the same 

way. Three apical leaves were sampled from treated and 

control plants in 6, 12, 24, 48, 72, and 96 hours post-

inoculation (hpi). The samples were wrapped into 

aluminum foil pieces and immediately immersed into 

liquid nitrogen and stored at -80 °C until RNA extraction. 

 

Pathological assays 

In order to study the response of Early Urbana-Y to the 

treatment by FOL, a completely random design-based 

experiment was carried out. The experiment included a 

treatment and control. The preparation of fungal 

inoculum, the procedure of plant inoculation and 

incubation were as mentioned above. Three plants (one 

per pot) were applied as replicates for each treatment. The 

water need of plants was provided at the level of field  

Table 1. The primers applied in qRT-PCR reactions. 

Amplicon 
length 
(bp) 

Primer sequence  
(5'-> 3') 

Gene 

104 
tcttgcggttcataacgatg 
cagctcttgagttggcatag 

PR1 

125 
atctggttctggatgactcc 
tttgtgatgacaccgaatcc 

Chi9 

108 
actatggcagaggacctatc 
tcgcaactaaatcagggttg 

Chi3 

120 
ccatgttcccaggtattgc 
agcctccaatccagacac 

Act 

145 
gcactggttacaagggttg 
tttgccaatccagaagatgg 

PinII 

139 
ggtccttggtctctactcaat 
tcttgtgcttgactcttctagt 

ERF1 

140 
gacgtgattcaatggctcct 

caggggaagcaatgaagaag 
MYC2 

138 
gtggaaagggcatcacaag 
tcggttaattgagtggttgc 

WRKY33 

 

capacity. The plants were applied for disease severity and 

shoot fresh weight analyses 40 days after inoculation. The 

disease severity was calculated based on the following 

formula [25]: 

Disease severity=100 × ((Number of symptomatic leaves) 

⁄ (Total number of leaves)) 

The shoots were cut in the soil line, immediately wrapped 

in aluminum foil and transferred to the laboratory to 

determine the fresh weight of plants. The fresh weight of 

each shoot was measured using a digital balance. All data 

were statistically analyzed using SAS (version 9.1) 

software and the comparison of means was performed 

using Duncan's Multiple-Range Test method (p < 0.05). 

Shoot fresh weight decrease (%) was calculated as follow: 

∆��� (%) = [
������ −  ����

����
� ]   × 100 

Where ∆SFW (%) is the decrease of tomato shoot fresh 

weigh in percent, SWFFOL is the shoot fresh weigh of 

tomato plants treated with FOL, and SWFC is the shoot 

fresh weight of control plants. 

 

Molecular and gene expression analysis 

RNA extraction was performed following the guidelines 

of Super RNA Extraction (Cat. No. YT9080) kit 

manufactured by Yekta Tajhiz Azma Ltd. 

(www.yektatajhiz.com), Tehran, Iran, and cDNA 

synthesis was done following the instructions for Thermo 

kit (Cat. No. K1621). The primers for the studied genes 

(Table 1) were designed using Primer Quest software 

freely available online at www.idtdna.com. The primers 

were synthesized by SinaClone Company 

(www.sinaclone.ir), Tehran, Iran. The qRT-PCR 
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reactions were carried out using 2X Real-Time PCR 

Master Mix (SYBR Green) and Real-Time PCR System 

(ABI Company). The cycles' condition applied was as 

follow: primary denaturation at 95 °C for 10 min; 40 

cycles of three successive steps i.e. denaturation at 95 °C 

for 15 sec, the annealing of primers at 60 °C, and 

extension at 72 °C for 20 sec. The threshold cycle (Ct) for 

each of the studied genes was normalized with the actin 

gene of S. lycopersicum used as the internal reference 

house-keeping gene. Fold changes in transcript 

expression were calculated by the 2−ΔΔCt comparative 

method (compared to that of the control un-treated 

plants). The rate of –ΔΔCt calculated as ΔΔCt = [(Ct of 

gene of interest – Ct of reference gene) treated sample – 

(Ct of gene of interest – Ct of reference gene) untreated 

control]. The value of 2−ΔΔCt < 1 implied a reduction in 

the expression of interest gene as compared to control. 

The value > 1 implied that expression of interest gene was 

up-regulated compared to the control [26]. Relative 

expression software tool (REST®), the software described 

by Pfaffl [27], was used to analyze the obtained data. 

Three individual plants were used as biological replicates 

while two technical replicates (cDNA samples) were 

applied per biological replicate. 

 

RESULTS 

Pathological assays indicated the occurrence of fusarium 

wilt disease, where the calculated disease severity was 

53.3 %. Also, the disease lead to a reduced fresh weight. 

The mean fresh weight of shoot of a control and diseased 

plants were respectively 19 and 14.16 g (-25.47 % 

reduced fresh weight compared to an average control 

plant shoot) (Fig. 1). 

 

 

Figure 1. Shoot fresh weight of tomato plants treated with 

Fusarium oxysporum f. sp. lycopersici (FOL). Data were 

recorded 40 days after pathogen treatment. Different letters 

indicate significant differences between the treatment and 

control plants (Duncan's test using GLM procedure, P< 0.05).  

 

 

 

 

 

 

 

Figure 2. Effect of Fusarium oxysporum f. sp. lycopersici on 

expression of Chi3, Chi9, Pin2, PR1, ERF1, MYC2, and 

WRKY33 genes of tomato (Early Urbana-Y) at 6, 12, 24, 48, 72, 

and 96 hpi in comparison with control plants.  

*, and ** indicate the significance at P < 0.05 and P < 0.01, 

respectively. ‘ns’ exhibits the absence of statistically significant 

difference. 
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The plants treated with the pathogen exhibited a 

significant increase in the transcription of the Chi3 gene 

in 6 to 96 hpi (Fig. 2). The increase attained it's maximum 

24 hpi (an increase of 7.4 times compared with that in 

control plants). The transcription rate of Chi9 and PR1 

genes 6 hpi did not change notably as compared to control 

plants, however, their transcriptions meaningfully 

increased 12 to 72 hpi. The peak of Chi9 and PR1 gene 

expression were respectively observed 24 hpi (7.8 times 

of that in control plants) and 48 hpi (8.6 times of that in 

control plants). The transcription rate of the proteinase 

inhibitor II gene (Pin2) exhibited a significant increase 

(compared to that in control plants) only 12 hpi, however,  

its transcription was not significantly different from that 

in control plants in the next hours. The genes MYC2 and 

WRKY33 indicated significant increases in their 

transcription rate till 24 hpi, while they showed no 

significant difference from that in control plants in the 

next hours. The transcription rate of the ERF1 gene also 

exhibited a significant increase just in 24 hpi, however, 

no meaningful difference was found between its 

transcription rates in treated and untreated plants in the 

remaining hours after treatment (Fig. 2). 
 

DISCUSSION 

Induction of an appropriate level of immunity response 

after pathogen infection requires interaction between SA, 

JA and ET signaling networks, depending on path systems 

lifestyle categories, necrotroph or (hemi) biotroph [28]. 

According to previous reports, JA and ET can effectively 

elicit resistance to necrotrophic fungi. However, SA-

dependent defensive signals are thought to be induced 

following inoculation with (hemi) biotroph fungi [29]. 

Moreover, the analysis of resistance of mutants defective 

in SA-related genes exhibited enhanced susceptibility to 

a set of (hemi) biotrophic fungi in Arabidopsis [30-31]. 

Our results showed that expression of SA-responsive 

genes including Chi3, Chi9 and PR1 was significantly up-

regulated at different time points after FOL infection. In 

accordance with our results, Aimé et al [32] showed that 

transcript accumulation of Chi3 and Chi9 genes was up-

regulated in Fusarium-infected tomato plants. The fungal 

cell wall chitin is a homopolymer of N-acetyl-D-

glucosamine units. Despite the lack of chitin, plants 

possess chitinolytic enzymes [33]. Upon fungal infection, 

plant cells secrete chitinases that degrade chitin and 

release chitin fragments (chito-oligosaccharides or chitin 

oligomers) from wall of fungal cells. These fragments act 

as elicitors and induce plant immune responses [34]. It is 

reported that the overexpression of chitinase in tobacco 

plants conferred enhanced resistance to fungal pathogens 

[35]. Furthermore, similar to our results, the induction of 

PR1 and PR5 genes expression has been reported in 

Arabidopsis plants after infecting by F. oxysporum [36]. 

The transcription level of the PR1 gene is mostly 

regulated by the SA pathway. In Arabidopsis, the role of 

SA signaling pathway in the activation of PR1, PR2 and 

PR5 gene expression was illustrated by analyzing the 

mutants deficient in SA-responsive pathway such as npr1 

[37-38]. It is reported that, NPR1 (Non-expressor of 

pathogenesis-related genes1) as a transcriptional co-

activator in controlling SA-mediated genes expression, 

promotes binding affinity of TGA transcription factor to 

the promoter elements and thereby leads to more 

activation of PR1 gene [39]. In the current study, as was 

expected, FOL induced plant SA-dependent defensive 

responses, however, these responses were not able to 

prevent the pathogen invasion. This failure showed itself 

as a significant decrease in the fresh weight of FOL-

treated Early Urbana-Y plants and the disease severity of 

53.3%.  

Berrocal-Lobo and Molina [40] revealed that 

transcriptional factor ERF1, as an integrator of ET and JA 

signaling networks, mediates resistance to F. oxysporum. 

Hence, constitutive expression of ERF1 following the 

inoculation of the fungus, resulted in the development of 

resistance to F. oxysporum f. sp. conglutinans and F. 

oxysporum f. sp. lycopersici. To determine the 

involvement of ET-dependent signaling pathway in 

controlling Early Urbana-Y tomato resistance to FOL, we 

evaluated ERF1 transcript profile through a 90 h time 

span (6-96 hpi). Except for 24 hpi, no significant 

accumulation of ERF1 transcripts was observed at other 

time points. Hence, it seems that induction of ERF1 is not 

strong enough to confer enhanced resistance of tomato to 

FOL. Moreover, comparative analysis of transcriptional 

response of SA and JA-responsive genes in the evaluated 

tomato line showed the JA-dependent defense genes 

(MYC2, WRKY33 and Pin2) were activated during the 

first hours after invasion (12-24 hpi) and suppressed at 

later time points. In contrast, SA-marker genes were 

constitutively up-regulated at different time points 

suggesting antagonistic effect of SA on JA-regulating 

defense genes expression. This result was consistent with 

Spoel et al. [41]. Furthermore, it has been demonstrated 

that suppression of JA-dependent defense genes 
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expression by pathogen-induced SA is mediated by NPR1 

[42].  

The temporal pattern of the expression of tomato 

signaling pathways in Early Urbana-Y and FOL 

interaction were similar to the susceptible tomato line, 

Momor [43]. In addition, our findings were in agreement 

with Morid and Hajmansoor [44], that showed Early 

Urbana-Y was determined as a FOL-susceptible cultivar 

based on the applied PCR-RFLP genetic markers. 

Surprisingly, it has been reported that overexpression of 

SA-responsive defense genes resulted in enhancing 

disease susceptibility to necrotrophic pathogens [45-46]. 

Herein, SA-dependent response also appears to act as a 

positive regulator of susceptibility to FOL. In contrast, it 

has been demonstrated that JA/ET-dependent defense 

responses negatively regulated susceptibility to 

necrotrophic pathogens [29]. Accordingly, our study 

confirmed reported findings of Swarupa et al. [47] that 

resistance to FOL is mainly mediated by ET and JA 

signaling pathways. Hence, temporal pattern of the 

transcriptional response of studied genes suggested that 

FOL is a necrotrophic rather than a hemibiotrophic 

phytopathogenic fungal parasite. Our result is in 

agreement with Edgar et al. [48]; Li et al. [19]; Makandar 

et al. [49] and Mandal et al. [50]. 

 

CONCLUSION 

Our observation indicated the susceptibility of Early 

Urbana-Y to fusarium wilt and enlighten its molecular 

responses to FOL. The disease severity and reduced shoot 

fresh weight of the treated plants despite of the 

significantly up regulated SA marker genes indicated that 

SA-dependent defense genes play a vital role in regulating 

of susceptibility to FOL. In contrast, the temporal pattern 

and transcript level of other evaluated genes suggested the 

JA/ET-mediated defense responses were not enough to 

prevent the pathogen invasion. Furthermore, antagonistic 

effect of SA on JA- dependent defense gene expression 

was also observed. Finally, these findings revealed that 

Early Urbana-Y line resistance to FOL appears to require 

the ET/JA-mediated defense response. However more 

detailed molecular mechanisms about the interaction 

between Early Urbana-Y and FOL is needed to be further 

investigated.  

 

ACKNOWLEDGEMENTS 

The present article is based on the data obtained from the 

M. Sc. thesis of the first author performed in the central 

laboratory of Agricultural Sciences and Natural 

Resources University of Khuzestan. 

 

REFERENCES 

[1] Darvishnia, D. and Dehghani, A. 2015. Diseases of 

vegetable crops in Iran and their integrated management. 

Sarva Publications. 

[2] De Silva, N., Lumyong, S., Hyde, K., Bulgakov, T., 

Phillips, A. and Yan, J. 2016. Mycosphere essays 9: 

defining biotrophs and hemibiotrophs. Mycosphere, 7(5): 

545-559. 

[3] McGrath, D. J., Gillespie, D. and Vawdrey, L. 1987. 

Inheritance of resistance to Fusarium oxysporum f. sp. 

lycopersici races 2 and 3 in Lycopersicon pennellii. Aust 

J Agr Res, 38(4): 729-733. 

[4] Ausubel, F.M. 2005. Are innate immune signaling pathways 

in plants and animals conserved? Nat Immunol, 6: 973–

979. 

[5] Boudsocq, M., Willmann, M.R., McCormack, M., Lee, H., 

Shan, L., He, P., Bush J., Cheng, S.H., Sheen, J. 2010. 

Differential innate immune signalling via Ca2+ sensor 

protein kinases. Nature, 464: 418–422. 

[6] Van der Ent, S., Van Wees, S. C. and Pieterse, C. M. 2009. 

Jasmonate signaling in plant interactions with resistance-

inducing beneficial microbes. Phytochem, 70: 1581–1588. 

[7] Shah, J. and Zeier, J. 2013. Long‐distance communication 

and signal amplification in systemic acquired resistance. 

Front. Plant Sci, 4:30. 

[8] Liu, P. P., von Dahl, C. C. and Klessig, D. F. 2011. The 

extent to which methyl salicylate is required for signaling 

systemic acquired resistance is dependent on exposure to 

light after infection. Plant Physiol, 157: 2216–2226. 

[9] Mou, Z., Fan, W. and Dong, X. 2003. Inducers of plant 

systemic acquired resistance regulate NPR1 function 

through redox changes. Cell, 113: 935–944. 

[10] Wasternack, C. and Hause, B. 2013. Jasmonates: 

biosynthesis, perception, signal transduction and action in 

plant stress response, growth and development. An update 

to the 2007 review in Annals of Botany. Ann. Bot, 111(6): 

1021-1058. 

[11] Shakeel, S. N., Wang, X., Binder, B. M. and Schaller, G. 

E. 2013. Mechanisms of signal transduction by ethylene: 

overlapping and non-overlapping signalling roles in a 

receptor family. AoB plants, 5: 1-15 

[12] Gutterson, N. and Reuber, T.L. 2004. Regulation of 

disease resistance pathways by AP2/ERF transcription 

factors. Curr Opin Plant Biol, 7: 465–471. 

53



 
 
 J Plant Mol Breed (2020) 8 (1): 48 - 56                                                                                                                                                         
 

[13] Van Loon, L.C., Rep, M. and Pieterse, C. 2006. 

Significance of inducible defense-related proteins in 

infected plants. Annu. Rev. Phytopathol, 44(1): 135-162. 

[14] Ebrahim, S., Usha, K. and Singh, B. 2011. Pathogenesis 

related (PR) proteins in plant defense mechanism. Sci 

Against Microb Pathog, 2(3): 1043-1054. 

[15] Delaney, T., Friedrich, L. and Ryals, J. 1995. Arabidopsis 

signal transduction mutant defective in chemically and 

biologically induced disease resistance. Proc Natl Acad 

Sci U S A, 92(14): 6602-6606. 

[16] Datta, S. K. and Muthukrishnan, S. 1999. Pathogenesis-

related proteins in plants: Proteinase Inhibitors in Plant–

Microbe and Plant–Insect Interactions, Acid-free paper, 

United States of America. 

[17] Vidhyasekaran, P. 2007. Fungal pathogenesis in plants and 

crops: molecular biology and host defense mechanisms, 

2nd edn. Tamil Nadu Agricultural University Coimbatore, 

India. 

[18] Koornneef, A. and Pieterse, C. M. 2008. Cross talk in 

defense signaling. Plant Physiol, 146(3): 839-844. 

[19] Li, C. Y., Deng, G. M., Yang, J., Viljoen, A., Jin, Y., 

Kuang, R. B., Zuo, C. W., Lv, Z. C., Yang, Q. S., Sheng, 

O., Wei, Y. R., Hu, C. H., Dong, T. and Yi G. J. 2012. 

Transcriptome profiling of resistant and susceptible 

Cavendish banana roots following inoculation with 

Fusarium oxysporum f. sp. cubense tropical race 4. BMC 

Genom, 13: 374. 

[20] O’Donnell, P.J., Calvert, C., Atzorn, R., Wasternack, C., 

Leyser, H.M.O. and Bowles, D.J. 1996. Ethylene as a 

signal mediating the wound response of tomato plants. 

Science, 274(5294):1914–1917. 

[21] Lawton, K. A., Potter, S. L., Uknes, S. and Ryals, J. 1994. 

Acquired resistance signal transduction in Arabidopsis is 

ethylene independent. Plant Cell, 6(5): 581-588. 

[22] Husaini, A. M., Sakina, A. and Cambay, S. R. 2018. Host-

Pathogen interaction in Fusarium oxysporum infections: 

Where do we stand? Mol Plant Microbe Interact, 31(9): 

889-898. 

[23] Takahashi, H., Nakaho, K., Ishihara, T., Ando, S., Wada, 

T., Kanayama, Y., Asano, S., Yoshida, S., Tsushima, S. 

and Hyakumachi, M. 2014. Transcriptional profile of 

tomato roots exhibiting Bacillus thuringiensis-induced 

resistance to Ralstonia solanacearum. Plant Cell Rep, 

33(1): 99-110. 

[24] Davari, B., Limoee, M., Khodavaisy, S., Zamini, G. and 

Izadi, S. 2015. Toxicity of entomopathogenic fungi, 

Beauveria bassiana and Lecanicillium muscarium against 

a field-collected strain of the German cockroach Blattella 

germanica (L.) (Dictyoptera: Blattellidae). Trop. Biomed, 

32(3): 463-470. 

[25] Anitha, A. and Rabeeth, M. 2009. Control of Fusarium wilt 

of tomato by bioformulation of Streptomyces griseus in 

green house condition. Afr J Basic Appl Sci, 27 : 9-14. 

[26] Schmittgen, T.D. and Livak, K.J. 2008. Analyzing real-

time PCR data by the comparative CT method. Nature 

Protoc, 3: 1101-1108 

[27] Pfaffl, M. W. 2001. A new mathematical model for 

relative quantification in real-time RT–PCR. Nucleic 

Acids Res, 29(9): e45-e45. 

[28] Koornneef, A., Pieterse, C.M. 2008. Cross talk in defense 

signaling. Plant Physiol, 146: 839–844. 

[29] Glazebrook, J. 2005. Contrasting mechanisms of defense 

against biotrophic and necrotrophic pathogens. Annu Rev 

Phytopathol, 43: 205–227 

[30] Dong, X. 2004. NPR1, all things considered. Curr Opin 

Plant Biol, 7: 547–552 

[31] Vlot, A.C., Dempsey, D.A. and Klessig, D.F. 2009. 

Salicylic Acid, a multifaceted hormone to combat disease. 

Annu Rev Phytopathol, 47: 177–206 

[32] Aimé, S., Cordier, C., Alabouvette, C. and Olivain C. 

2008. Comparative analysis of PR gene expression in 

tomato inoculated with virulent Fusarium oxysporum f. 

sp. lycopersici and the biocontrol strain F. oxysporum 

Fo47. Physiol Mol Plant Pathol, 73(1): 9-15. 

[33] Schlumbaum, A., Mauch, F., Vögeli, U. and Boller, T. 

1986. Plant chitinases are potent inhibitors of fungal 

growth. Nature, 324(6095): 365. 

[34] Shibuya, N. and Minami, E. 2001. Oligosaccharide 

signalling for defence responses in plant. Physiol. Mol. 

Plant Pathol, 59(5): 223-233. 

[35] Brogue, K., Chet, I., Holliday, M., Cressman, R., Biddle, 

P., Knowlton, S. and Broglie, R. 1991. Transgenic plants 

with enhanced resistance to the fungal pathogen 

Rhizoctonia solani. Science, 254(5035): 1194-1197. 

[36] Epple, P., Apel, K. and Bohlmann, H. 1997. 

Overexpression of an endogenous thionin enhances 

resistance of Arabidopsis against Fusarium oxysporum. 

Plant Cell, 9: 509-520. 

[37] Cao, H., Bowling, S. A., Gordon, A. S. and Dong, X. 1994. 

Characterization of an Arabidopsis mutant that is 

nonresponsive to inducers of systemic acquired resistance. 

Plant Cell, 6:1583–1592. 

[38] Roetschi, A., Si-Ammour, A., Belbahri, L., Mauch, F. and 

Mauch-Mani, B. 2001. Characterization of an 

Arabidopsis-Phytophthora pathosystem: resistance 

requires a functional PAD2 gene and is independent of 

salicylic acid, ethylene and jasmonic acid signaling. Plant 

J, 28: 293–305. 

54



 
 

                                                                                                                                                          J Plant Mol Breed (2020) 8(1): 48 - 56 

[39] Fan, W. and Dong, X. 2002. In vivo interaction between 

NPR1 and transcription factor TGA2 leads to salicylic 

acid–mediated gene activation in Arabidopsis. Plant Cell, 

14(6): 1377-1389. 

[40] Berrocal-Lobo, M. and Molina, A. 2004. Ethylene 

response factor 1 mediates Arabidopsis resistance to the 

soilborne fungus Fusarium oxysporum. Mol Plant 

Microbe Interact, 17(7):763-770. 

[41] Spoel, S.H., Koornneef, A., Claessens, S.M. et al. 2003. 

NPR1 modulates cross-talk between salicylate- and 

jasmonate-dependent defense pathways through a novel 

function in the cytosol. Plant Cell, 15: 760–770. 

[42] Leon-Reyes, A., van der Does, D., de Lange, E.S., Delker, 

C., Wasternack, C., van Wees, S.C., Ritsema, T. and 

Pieterse, C.M. 2010. Salicylate-mediated suppression of 

jasmonate-responsive gene expression in Arabidopsis is 

targeted downstream of the jasmonate biosynthesis 

pathway. Planta, 232: 1423–1432. 

[43] Hernández-Aparicio, F., Lisón, P., Rodrigo, I., Bellés, 

J.M. and López-Gresa, M.P. 2021. Signaling in the tomato 

immunity against Fusarium oxysporum. Molecules, 26: 

1818. 

[44] Morid, B., and Hajmansoor, S. 2017. Assessment of 

tomato genotypes resistance to verticillium and fusarium 

wilt diseases using molecular markers. JMW, 10: 80-93. 

[45] Bari, R. and Jones, J.D.G. 2009. Role of plant hormones 

in plant defence responses. Plant Mol. Biol, 69: 473–488. 

[46] El Oirdi, M., Abd El Rahman, T., Rigano, L., El Hadrami, 

A., Rodriguez, M.C., Daayf, F., Vojnov, A. and Bouarab, 

K. 2011. Botrytis cinerea manipulates the antagonistic 

effects between immune pathways to promote disease 

development in tomato. Plant Cell, 23: 2405–2421. 

[47] Swarupa, V., Ravishankar, K.V., and Rekha, A. 2014. 

Plant defense response against Fusarium oxysporum and 

strategies to develop tolerant genotypes in banana. Planta, 

239: 735-751. 

[48] Edgar, C.I., McGrath, K.C., Dombrecht, B., Manners, 

J.M., McLean, D.J., Schenk, P.M.P., and Kazan, K. 2006. 

Salicylic acid mediates resistance to the vascular wilt 

pathogen in the model host Arabidopsis thaliana. 

Australas. Plant Pathol, 356: 581-591. 

[49] Makandar, R., Nalam, V.J., Lee, H., Trick, H.N., Dong, 

Y., and Shah, J. 2012. Salicylic acid regulates basal 

resistance to fusarium head blight in wheat. Mol. Plant 

Microbe Interact, 25: 431-439. 

[50] Mandal, S., Mitra, A., and Mallick, N. 2008. Biochemical 

characterization of oxidative burst during interaction 

between Solanum lycopersicum and Fusarium oxysporum 

f. sp. lycopersici. Physiol. Mol. Plant Pathol, 72: 56-61.

  

55



 
 
 J Plant Mol Breed (2020) 8 (1): 48 - 56                                                                                                                                                        56 
 

  

 

    فوزاریومی پژمردگی علیه بر فرنگی گوجه گیاه هورمونی سیگنالی مسیر در موثر تنظیمی و دفاعی ژنهاي رونویسی پاسخ

 

  2بابک پاکدامن سردرود، *1طاهريهنگامه ،  1 معصومه دژ آباد

 
  .ایران خوزستان، ملاثانی، خوزستان، طبیعی منابع و کشاورزي علوم دانشگاه کشاورزي، دانشکده ژنتیک، و گیاهی تولیدات گروه 1

  .ایران خوزستان، ملاثانی، خوزستان، طبیعی منابع و کشاورزي علوم دانشگاه کشاورزي، دانشکده ، گیاهی تولیدات گروه 2

  

 Taheri@asnrukh.ac.irنویسنده مسئول: *

 

  چکیده 

 در گوجه فرنگی مخرب يعمده هايبیماري از یکی Fusarium oxysporum f. sp. lycopersici (FOL) از ناشی فوزاریومی پژمردگی

 این بر. ندارد وجود FOL با Y اربانا ارلی رقم ایرانی فرنگی گوجه متقابل اثر با ارتباط در مولکولی اطلاعات گونه هیچ. است جهان سراسر

 هايروش و) هوایی اندام تر وزن و بیماري شدت( گیاهی شناسیبیماري از استفاده با FOL به پاسخ بررسی براي حاضر يمطالعه اساس،

 سالیسیلیک اسید به پاسخ دهنده هايژن ،)Pin2( جاسمونیک اسید به پاسخ دهنده ژن به مربوط هايرونوشت. شد انجام مولکولی

)Chi3، Chi9 و PR1(، جاسمونیک اسید دهیسیگنال مسیر مسئول تنظیمی هايژن )WRKY33 و MYC2 (اتیلن و )ERF1 (استفاده با 

 و بیماري هاينشانه توسعه. شدند گیرياندازه FOL زنی مایه از بعد ساعت 96 تا 6 از منظم زمانی هايبازه در qRT-PCR تکنیک از

 مختلف هايزمان در سالیسیلیک اسید به وابسته دفاعی هايژن بیان افزایش علیرغم شده، تیمار گیاهان در هوایی اندام تر وزن کاهش

 بالعکس،. است موثر FOL به نسبت Y اربانا ارلی حساسیت در سالیسیلیک اسید سیگنالی مسیر که داد نشان بیمارگر تلقیح از پس

 شده هدایت دفاعی هايژن نقش دهندهنشان تواندمی که نداشتند قدرتمندي بیان بیمارگر آلودگی به پاسخ در ET و JA مسیر هايژن

 است لازم ،FOL علیه بر بیشتر حفاظت دقیق فهم جهت حال،این با. باشد بیمارگر این به حساسیت کاهش در اتیلن و جاسمونات توسط

  . گیرد قرار بررسی مورد بیشتر آینده در FOL به نسبت Y اوربانا ارلی حساسیت مولکولی دقیق مکانیسم که

  سیستمیک مقاومت سالیسیلیک؛ اسید جاسمونیک؛ اسید ژن؛ بیان اتیلن؛ کلمات کلیدي:

  

 

 


	ABSTRACT
	INTRODUCTION
	MATERIALS AND METHODS
	Culture of tomato plants
	Preparation of fungal inoculum and treatments
	Pathological assays
	Molecular and gene expression analysis

	RESULTS
	DISCUSSION
	CONCLUSION
	REFERENCES
	PERSIAN ABSTRACT

