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Tomato progeny inherit resistance 
to the nematode Meloidogyne 
javanica linked to plant growth 
induced by the biocontrol fungus 
Trichoderma atroviride
Hugo Agripino de Medeiros1,2,†, Jerônimo Vieira de Araújo Filho3, Leandro Grassi de Freitas2, 
Pablo Castillo4, María Belén Rubio1, Rosa Hermosa1 & Enrique Monte1

Root-knot nematodes (RKN) are major crop pathogens worldwide. Trichoderma genus fungi are 
recognized biocontrol agents and a direct activity of Trichoderma atroviride (Ta) against the RKN 
Meloidogyne javanica (Mj), in terms of 42% reduction of number of galls (NG), 60% of number of egg 
masses and 90% of number of adult nematodes inside the roots, has been observed in tomato grown 
under greenhouse conditions. An in vivo split-root designed experiment served to demonstrate that Ta 
induces systemic resistance towards Mj, without the need for the organisms to be in direct contact, and 
significantly reduces NG (20%) and adult nematodes inside tomato roots (87%). The first generation (F1) 
of Ta-primed tomato plants inherited resistance to RKN; although, the induction of defenses occurred 
through different mechanisms, and in varying degrees, depending on the Ta-Mj interaction. Plant 
growth promotion induced by Ta was inherited without compromising the level of resistance to Mj, as 
the progeny of Ta-primed plants displayed increased size and resistance to Mj without fitness costs. 
Gene expression results from the defense inductions in the offspring of Ta-primed plants, suggested 
that an auxin-induced reactive oxygen species production promoted by Ta may act as a major defense 
strategy during plant growth.

The Meloidogyne species, commonly known as root-knot nematodes (RKN), are one of the most important 
groups of plant-parasitic nematodes worldwide1. This highly adapted obligate biotrophic polyphagous group of 
plant pathogens has a sedentary endoparasitic lifestyle with infective motile second-stage juveniles (J2) invading 
the plant near the tip of a root and migrating intercellularly through the tissue to the developing vascular cells. 
RKN establish an intimate relationship with their hosts, inducing the formation of the typical root gall, the pri-
mary visible symptom of RKN infection2. Some RKN pharyngeal gland secretions act as effectors, which serve to 
subvert the defense system while modifying the host’s cell functions3.

RKN migrate in a stealthy way between the root cells, avoiding plant defense responses along their migra-
tion path and manipulating defense pathways in the root galls to promote infection of the tissue2,4. Temporary 
local defense suppression, with early strong attenuation of the salicylic acid (SA)- and ethylene (ET)-dependent 
defense pathways, has been observed in the feeding sites of RKN-infected plants2,5–7. Such suppression is accom-
panied by reduced expression of SA-biosynthesis genes8 and SA-responsive pathogenesis-related (PR) protein 
genes6,9 in aboveground tissues. The JA pathway has been proposed as the key defense against RKN, being effi-
ciently activated and modulated by ET and brassinosteroids10. Although it could be thought that SA is only 
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moderately involved, slight increases in SA levels could be sufficient enough to heighten plant defenses against 
RKN in tomato11, since the repression of host defense SA signaling has been associated with the successful devel-
opment of RKN12.

Nematode management has often been based on the application of nematicide molecules. In spite of 
its reasonable efficacy, the use of nematicides has been a growing concern because of various environmental 
aspects, risks to human health and high cost for growers13. Studies exploring the use of antagonistic and com-
petitive microorganisms against RKN have gained great attention14, mainly because of their ability to induce 
local and systemic defenses in different plants15–17. Among them, fungal and oomycete biocontrol agents from 
the genus Trichoderma and their hydrolytic enzymes18 have demonstrated biocontrol potential against RKN, 
including egg laying and hatching19–22. In addition to the direct action against their prey, some Trichoderma 
rhizosphere-competent strains have been shown to have direct effects on plants, increasing their growth and 
nutrient uptake, percentage and rate of seed germination, and stimulation of plant defenses against biotic and 
abiotic damage23–25. It has been described that T. harzianum increases enzymatic activities in tomato leading to 
a systemic resistance against the RKN Meloidogyne javanica (Mj)22,26. It has also been reported that RKN attack 
involves a consistent downregulation of the SA-dependent systemic defense PR1 gene in tomato roots27, but such 
downregulation seems to decrease over time in T. harzianum pre-treated plants. In contrast, RKN attack involves 
the upregulation of the JA/ET response factor JERF3 that was markedly stronger in roots pre-treated with T. har-
zianum. A recent study has shown that T. harzianum-induced systemic resistance against Meloidogyne incognita 
in tomato adapts the priming of SA- and JA-related defense responses according to the stage of the dynamic RKN 
infection cycle28.

Our study aimed to evaluate the significance of the plant-mediated signals of T. atroviride (Ta)-colonized roots 
that prime defense responses against Mj attack. We have applied an experimental design to obtain information 
about the systemic defense responses unequivocally triggered by Trichoderma in tomato using a split-root sys-
tem16,28,29 in which both organisms, Ta and Mj, can be separately co-inoculated. In addition, the heritability of 
traits related to defense systems, induced by Ta against Mj in tomato, was explored in F1 progeny.

Results
Biocontrol of Ta against Mj in tomato.  Using a tomato split-root experimental design, the biocontrol 
potential of the Ta strain T11 was evaluated (Fig. 1) systemically, two root halves separately inoculated with Ta 
and Mj (Ta/Mj treatment), and in direct confrontation (w/Ta +​ Mj) against the RKN Mj. Parameters related to Mj 
attack, such as the number of galls (NG), the number of egg masses (NEM) and the NEM/NG ratio are shown in 
Fig. 2, where differences within these variables were observed (P <​ 0.05) between the infection control w/Mj and 
the w/Ta +​ Mj treatment plants. Plants in which Ta and Mj were directly confronted showed reductions of 42% 
NG, 60% NEM and 35% NTNR. In addition, the NG value was significantly lower (20%) with the Ta/Mj treat-
ment compared to that of w/Mj, showing that Ta induces systemic resistance to Mj, resulting in the development 
of fewer feeding sites. Nevertheless, the induction of defenses did not seem to affect Mj reproduction since NEM 
and NEM/NG values in Ta/Mj were not significantly different to those in w/Mj.

To explore the biocontrol effect of Ta against Mj we determined the number of total nematodes inside the 
roots (NTNR) and the number of juveniles J2, J3 and J4, and adults in tomato plants 15 days after inoculation 
(dai) with 300 J2 units (Fig. 3). Lower NTNR numbers were registered for w/Ta +​ Mj treatment (Fig. 3A) and a 
progressive increase of juvenile developmental stages was observed in the w/Mj treatment (Fig. 3B). Moreover, Ta 

Figure 1.  Experimental procedure used for in vivo analysis of systemic defense in tomato plants. Five-week-
old tomato plants (F0) were transplanted following a split-root system designed experiment and treated with 
Trichoderma atroviride T11 (Ta) and/or Meloidogyne javanica (Mj) in the following way: i) (w/w) the two root 
system halves treated with sterile water (control); ii) (w/Ta) one root system half treated with Ta; iii) (w/Mj) one 
root system half treated with Mj; iv) (Ta/Mj) one root system half treated with Ta and the other half with Mj; and v)  
(w/Ta +​ Mj) one root system half with treated with Ta plus Mj. F1 plants, derived from the corresponding F0 
treatment, were inoculated with Mj when they were 21-days old. See Methods for more details.
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reduced the number of J4 and adults (P <​ 0.05) in w/Ta +​ Mj plants, and the number of adult nematodes was also 
significantly reduced (87%) in the Ta/Mj treatment. Gall and adult numbers support that Ta triggers a systemic 
defense response against Mj in tomato even without establishing contact with the nematode.

Trichoderma induces systemic defenses to RKN in tomato.  The roots of the tomato plants from the 
split-root experiment were collected for carrying out a quantitative Real-time PCR (qPCR) expression study of 
defense-related genes. To analyze how and to what extent Ta induced systemic defense against Mj in tomato, as 
observed in the significant reduction of NG and adult nematodes in roots from Ta/Mj treatment (Figs 2 and 3), 
the expression of genes encoding lipoxygenase 1 (LOX1), pathogenesis-related protein 1 (PR1), a cell wall perox-
idase (TPX1), a NADPH oxidase (LERBOH1) and chalcone synthase 2 (LECHS2) was monitored at three sam-
pling times. Ta and Mj were applied to the plants at different time points, in which Ta inoculation was performed 
5 days previous to that of Mj, except in the w/Ta +​ Mj treatment. All of the data from all treatments corresponded 
to 1, 4 and 6 dai with Mj as shown in Fig. 4.

Compared to the control (w/w), only tomato roots from the w/Mj treatment displayed an increased LOX1 
expression level at 1 dai, this gene being downregulated in roots of all treatments at 4 and 6 days. Conversely, PR1 
showed an opposite expression profile to that of LOX1 in w/Ta roots at the three different time points considered. 
However, antagonism between JA- and SA-defense pathways was not observed in w/Mj roots at 1 and 4 dai, since 
PR1 was also upregulated at 1 dai and transiently downregulated at 4 dai. In general, the expression profiles of 
LOX1 and PR1 detected in Ta/Mj roots were similar to those from the w/Ta treatment except for LOX1 at 1 dai and 
PR1 at 6 dai. The LOX1 expression profile detected in w/Ta +​ Mj roots was similar to that in w/Mj roots, neverthe-
less the concerted regulation of PR1 was only detected in both treatments at 1 dai. A decrease of PR1 expression 
was observed in w/Ta +​ Mj roots over time; the gene was only temporarily downregulated in w/Mj and appeared 
upregulated at 6 dai.

Figure 2.  In vivo biocontrol ability of Trichoderma atroviride T11 (Ta) against Meloidogyne javanica (Mj). 
(A) Number of galls (NG), (B) Number of egg masses (NEM), and (C) NEM/NG ratio calculated at 30 days after 
infection with Mj when tomato plants were six-weeks old. The split-root treatments were as indicated in the 
legend of Fig. 1. Data of three plants per treatment from two independent experiments (n =​ 6) were submitted 
to ANOVA and the comparison of means by Tukey test (P <​ 0.05) carried out. Bars with different letters indicate 
statistically significant differences between the different treatments.
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In general, the TPX1 expression profile was similar to that of PR1 in w/Ta at 1 dai, in Ta/Mj at 4 and 6 dai, and 
in w/Ta +​ Mj roots at the three time points. A downregulation of LERBOH1 and LECHS2 was observed in w/Ta 
and w/Mj treatments at the three time points, and also in Ta/Mj roots at 1 dai, while these two genes were upreg-
ulated upon Ta/Mj treatment at 6 dai.

Heritability of the induced defense by Ta against Mj in tomato.  The expression levels of seven 
marker genes were analyzed in 15-day-old F1 plants coming from seeds collected from the five split-root tests 
(Fig. 5). A downregulation of LOX1 was detected in F1 plants from all treatments except for plants coming from 
Ta/Mj seeds. PR1 was only downregulated in w/Ta F1 plants and those from the Ta/Mj treatment showed the 
highest PR1 expression levels. The PR1 upregulation detected in these plants was accompanied by increased 
expression of LOX1 and TPX1. This result would be indicating that these F1 plants, derived from already primed 
plants in a SA-dependent manner, were capable of initiating JA- and SA-dependent defense priming. Regarding 
LERBOH1, only increased expression was detected in w/Ta F1 plants. In general, the results for LECHS2 and 
TPX1 in F1 plants showed an opposite gene expression profile. Phytohormone crosstalk regulation in F1 plants 
was explored by gene expression analysis of the TFs MYC2 and ERF1 that lead to the transcription of JA respon-
sive genes in an antagonistic manner, NPR1 that controls the onset of SA-dependent systemic acquired resistance, 
and ARF1 that regulates auxin responses (Fig. 5). MYC2 and ERF1 genes were respectively downregulated in w/
Ta and w/Mj F1 plants. The lowest MYC2 expression levels were detected in Ta/Mj F1 plants, while they showed 
the highest levels of expression for ERF1; thus, indicating a prevalence of Ta over Mj in the plant transcriptional 
signaling. As expected for a SA-responsive gene activator, the upregulation of NPR1 was accompanied by an 
expression increase of PR1 in Ta/Mj F1 plants. The similar ARF1 and LERBOH1 expression patterns, detected 
in all F1 plants, imply that both genes can be co-regulated, suggesting an auxin-induced reactive oxygen species 
(ROS) production. In parallel, opposite ARF1 and MYC2 expression patterns were detected. ARF1 upregulation 
in w/Ta F1 plants was consistent with the detected LOX1 and MYC2 downregulation, components of a regulatory 
pathway at the crosstalk of auxin and JA.

F1 tomato plants from the five split-root tests showed phenotypic differences among them when they were 
grown under greenhouse conditions (Fig. 6). The green mass of 2-week-old F1 plants was calculated, and the 
value of 100% was assigned to the green mass coming from the w/w F1 plants (control). F1 plants derived from 
w/Ta and w/Ta +​ Mj treatments showed the highest green mass values of 130 and 125%, respectively; the green 

Figure 3.  Resistance induced by Trichoderma atroviride T11 (Ta) against Meloidogyne javanica (Mj) in 
tomato plants. (A) Number of total nematodes in roots (NTNR) and (B) Number of nematodes corresponding 
to different developmental stages (J2, second stage juvenile; J3, third stage juvenile; J4, fourth stage juvenile; and 
adult). NTNR and number of nematodes calculated at 15 days after inoculation with Mj when tomato plants 
were six-week old. The split-root treatments were as indicated in the legend of Fig. 1. Data of four plants per 
treatment from two independent experiments (n =​ 8) were submitted to ANOVA and the comparison of means 
by Tukey test (P <​ 0.05) was carried out. Bars with different letters indicate statistically significant difference 
between the different treatments.
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mass value for w/Mj reached 108%. However, F1 plants from the Ta/Mj treatment exhibited a dramatic reduction 
in size with a green mass of only 22%. Differences in canopy and levels of development were also observed among 
the F1 plants derived from the five split-root treatments at 30 dai with Mj (Fig. S1). Compared to the w/w control 
condition, the Mj-infected F1 plants from w/Ta treatment increased their aboveground size by 15%, and all of the 
descendants from Mj-challenged plants showed a reduced size. At 30 dai with Mj, a reduction of 20, 40 and 10% 
in green mass value was detected for w/Mj, Ta/Mj and w/Ta +​ Mj F1 plants, respectively. Furthermore, w/w and 
w/Mj F1 plants showed the highest NG, NEM and NEM/NG average values, while those plants coming from the 
seeds of the three Ta treatments gave significantly lower numbers (Fig. 7). In addition, no significant differences 
for the NEM value and NEM/NG ratio were observed among w/Ta, Ta/Mj and w/Ta +​ Mj F1 plants (Fig. 7B and C).

Discussion
As expected, in the present study the simultaneous root application of Ta and Mj significantly reduced NG and 
NEM values and the NEM/NG ratio, indicative of a direct biocontrol activity against Mj as previously reported in 
T. harzianum20,21. When Trichoderma and RKN were separately co-inoculated using a split-root system (Ta/Mj 
treatment), these plants also presented a significantly reduced NG and number of nematodes in their adult stage; 
therefore demonstrating that Ta may induce systemic resistance towards Mj, as it has been recently reported for  
T. harzianum against M. incognita in tomato28. This result may be attributed to the interference of pathogen 
migration into the roots, as well as to the difficulty in establishing feeding sites, once the nematode stages of 
development and the NG values indicate a delay in the nematode life cycle and a reduction of gall formation, 
respectively. However, the systemic resistance induced by Ta did not interfere with the nematode penetration 
or nematode reproduction, as was indicated by the NTNR values and NEM/NG ratios, respectively. In this 
experiment Mj was added to the substrate 5 days after in Inoculation with Ta but it would be expected that a 
longer time frame between Ta and Mj inoculation could lead to a significant control of nematode penetration 

Figure 4.  Defense marker gene expression patterns in tomato roots in response to Trichoderma atroviride 
T11 (Ta) and/or Meloidogyne javanica (Mj). Total root cDNA was subjected to qPCR to quantify LOX1, PR1, 
TPX1, LERBOH1 and LECHS2 gene expression related to different plant defense responses at 1, 4 and 6 days 
after inoculation with Mj. The actin gene was used as a control. Values correspond to relative measurements 
against the respective control conditions (w/w) (2−ΔΔCT =​ 1) for each time point, and are expressed as log10. 
Error bars represent standard deviations of the mean values for three technical replicates of cDNA from two 
independent experiments. Each cDNA was obtained from a root-pool of three different F0 plants for each 
treatment and time point. The levels of expression were tested using one-way analysis of variance (ANOVA) 
followed by Tukey’s test. For each gene and time, different letters represent significative differences (P <​ 0.05).



www.nature.com/scientificreports/

6Scientific Reports | 7:40216 | DOI: 10.1038/srep40216

and reproduction, as observed in tomato roots inoculated with M. incognita eggs three weeks after the applica-
tion of T. harzianum28. The resistance response of tomato roots, expressed by a lower NG and NEM values and 
the corresponding NEM/NG ratio of Mj (Fig. 2), in the treatment w/Ta +​ Mj could be related to the nematicide 

Figure 5.  Defense gene expression in Trichoderma atroviride-primed tomato plant progeny. Total RNA 
extracted from two-week-old F1 plants, derived from split-root tomato plants subjected to the five treatments 
indicated in Fig. 1. cDNA was subjected to qPCR to quantify LOX1, PR1, TPX1, LERBOH1, LECHS2, MYC2, 
NPR1, ERF1 and ARF1 gene expression. The actin gene was used as a control. Values correspond to relative 
measurements against the respective control condition (w/w) (2−ΔΔCT =​ 1) and are expressed as log10. Error bars 
represent standard deviations of the mean values for three technical replicates of cDNA from two independent 
experiments. Each cDNA was obtained from ten different F1 plants for each treatment. The levels of expression 
were tested using one-way analysis of variance (ANOVA) followed by Tukey’s test. For each gene different letters 
represent significative differences (P <​ 0.05).



www.nature.com/scientificreports/

7Scientific Reports | 7:40216 | DOI: 10.1038/srep40216

activity of Ta and the direct competition between Mj (for the feeding site) and Ta (for an endophytic growth in 
the apoplast) in the same half of the split root, since Ta and Mj were simultaneously inoculated. The contrasting 
results observed for NTNR and infective J2 accumulation between the treatments w/Mj and Ta/Mj (Fig. 3) can be 
due to the systemic effect of Ta that would be interfering the development of the nematode, since higher J3, J4 and 
adult nematode numbers were recorded for the w/Mj treatment.

The expression profiles detected for LOX1 and PR1 in the w/Ta treatment are in agreement with the mutual 
antagonism between the JA and SA, previously observed in Trichoderma-tomato interactions30. The induced 
resistance triggered by Ta indicates that the JA and SA phases act concertedly and the transient JA signaling peak, 
observed in the first 24 h, can represent residual levels of the early initiation phase of resistance31, as expected in 
plants analyzed at 6 days after Ta application. When the JA signaling is low enough, SA contributes to subsequent 
events in establishing systemic immunity. The SA undulated defense response can be explained by the temporal 
phytohormone transcription cascades that are not necessarily active simultaneously32.

The transient downregulation of LOX1 and PR1 detected in w/Mj plants at 4 dai is in agreement with previous 
observations in which RKN seemed to initially induce the JA- and SA-dependent pathways; although, parts of 
these pathways were very quickly repressed again8. A temporary attenuation of SA-responsive defense has also 
been observed in the feeding site initiation of RKN-infected plants2,5–7, later followed by activation in the gall tis-
sue2, and systemic transmission of PR1 undulated expression7,9. Since the JA pathway is the major defense strategy 
against RKN4, its attenuation at 4–6 dai in w/Mj treatment could explain the high values related to the level of 
infection registered in these plants (Figs 2 and 4).

The significant reduction of NG and the number of adult stage nematodes detected in the Ta/Mj treatment 
would not only be supported by the upregulation of PR1 at 4 and 6 dai with respect to w/Mj but by the upregula-
tion of TPX1 at these two time points (Figs 3 and 4). This last gene is involved in the formation and deposition of 
lignin in the tomato cell wall33, and its repression has been described in tomato-RKN compatible interactions7. 
The PR1 and TPX1 downregulation observed at 24 h in w/Ta and Ta/Mj tomato roots agrees with the transient 
repression in Arabidopsis of SA-dependent immune responses to allow Trichoderma early root colonization34, 
although a subsequent SA-mediated reactivation of defenses is necessary to avoid root invasion by Trichoderma35. 
Interestingly, the similar PR1 time course expression profile observed in w/Ta and Ta/Mj treatments (Fig. 4) could 
indicate that Ta-induced defenses might take predominance over the response activated by the pathogen. It has 
been proposed that T. harzianum primes tomato root tissues for faster SA-regulated defense responses to protect 
roots against RKN invasion28.

The PR1 and LOX1 expression profiles detected in roots from w/Ta +​ Mj treatment over time show that 
marker genes of the JA and SA pathways overlap when the biocontrol agent was in direct contact with the nema-
tode. This observation is in agreement with the previously reported PR1 downregulation induced by T. harzianum 
pre-treatment in tomato roots infected with Mj in the same pot27; although, we could not detect the increase of the 
JA/ET-mediated defense in w/Ta +​ Mj roots as observed in that study. The attenuated PR1 and LOX1 expression 
levels detected in w/Ta +​ Mj plants at 1 dai compared to those of the treatment w/Mj, could be due to the direct 
nematicide activity of the Ta strain used in our study, resulting in lower levels of Mj. The transient expression of 

Figure 6.  Phenotypical differences among Trichoderma atroviride-primed tomato plant progeny.  
(A) Frontal view of two-week-old F1 plants, derived from seeds collected from split-root tomato plants 
subjected to the five treatments indicated in the legend of Fig. 1. (B) The same plants viewed from above. Green 
mass percentages are referred to that of the control plants (w/w =​ 100%) and obtained from five plants per 
treatment of two independent experiments.
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PR1 in w/Ta +​ Mj plants from 1 to 6 days would be indicating an undulated defense response. However, it is diffi-
cult to propose a model of hormonal crosstalk in plants occurring under multi-attacker interactions36.

Nematodes utilize the ROS depletion caused by the loss of NADPH oxidase activity, and the local suppression 
of flavonoid biosynthesis, in their own benefit to migrate and initiate the establishment of the feeding sites37,38. 
Furthermore, the chalcone synthase LECHS2 gene, involved in accumulation of flavonoid and isoflavonoid phy-
toalexins, components of the SA defense pathway, was suppressed at 24 h in aboveground parts of tomato plants 
root-colonized by T. harzianum34. Thus, the downregulation of LERBOH1 and LECHS2 detected in w/Ta and 
w/Mj plants could facilitate root colonization by both organisms (Fig. 4). As observed in the PR1 and TPX1 
expression profiles from Ta/Mj plants, LERBOH1 and LECHS2 showed upregulation in this treatment over time, 
providing evidence that the systemic defense induced by Ta leads to the observed significant reduction of NG and 
adult nematodes (Figs 2A and 3B). Interestingly, LERBOH1 and LECHS2 marked a hypersensitive response when 
they were upregulated upon Mj formation of gall tissue in the Ta/Mj treatment at 6 dai, a result that was also in 
agreement with the SA-dependent priming detected in Ta/Mj plants.

Independent of the application method, all descendants of Ta-treated plants retrieved at 30 dai with Mj 
showed control against the nematode (Fig. 7), with significant lower NG and NEM values and NEM/NG ratio 
with regard to the control w/w F1 plants. In addition, the best protection corresponded to the Ta/Mj treatment 
F1 plants, specifically those with the smallest size before and after infection with Mj (Figs 6 and S1). These 
results indicate that the first generation from Ta-primed tomato plants does not lose its protected state, and 
exhibits enhanced resistance to RKN, as previously reported in bacteria-Arabidopsis biotrophic interactions39,40. 
Moreover, plant growth promotion induced by Trichoderma was inherited; this beneficial effect was exhibited at 
varying degrees depending on which treatment the plant was derived. Thus, the Trichoderma switching signa-
tures involved in balancing the plant’s defense and growth41 seem to be inherited in a Ta treatment-dependent 
manner. In agreement with the fitness costs associated with induction of defenses, our study confirms that the 
Ta-induced plant growth promotion inherited by w/Ta F1 plants was accompanied by significant reduction of 
defenses dependent on the SA and JA pathways (Fig. 5). The MYC2 downregulation, without activation of the 

Figure 7.  Transgenerational biocontrol against Meloidogyne javanica (Mj) in Trichoderma atroviride-
primed tomato plant progeny. (A) Number of galls (NG), (B) Number of egg masses (NEM), and (C) NEM/
NG ratio calculated in 51-day-old F1 plants at 30 days after infection with Mj, when plants were 21-days old. 
These plants were derived from seeds collected from split-root tomato plants subjected to the five treatments 
indicated in the legend of Fig. 1. Data from five plants per treatment of two independent experiments (n =​ 10) 
were submitted to ANOVA, and the comparison of means by Tukey test (P <​ 0.05) was carried out. Bars with 
different letters indicate statistically significant differences among treatments.
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ERF1-branch of the JA response pathway, observed in w/Ta F1 plants is in agreement with that of LOX1 and the 
increased green mass observed in these plants (Figs 5 and 6). Since MYC2 negatively regulates auxin biosynthesis 
and lateral root growth42, its downregulation would foster auxin production and the increased size observed in 
w/Ta F1 plants. Similarly the downregulation of NPR1 and PR1 is an indicator that SA is not accumulated in w/
Ta offspring, at least at a concentration capable of inducing NPR1-dependent PR1 gene expression43. A reduction 
of JA- and SA-dependent defenses would irretrievably expose the plants to any pathogen attack. However, w/Ta 
F1 plants also showed that LERBOH1 and TPX1 were concertedly upregulated with the auxin response factor 
ARF1, and increased resistance against Mj. Continuous defense signal amplification would waste energy and the 
NPR1 and PR1 downregulation associated to auxin-induced ROS production observed in w/Ta F1 plants is in 
agreement with the proposed antagonistic relationship between SA and apoplastic ROS signaling that regulates 
defense gene expression in plants44. Our results agree to the proposed model in which accumulation of auxin in 
cells is not only linked to plant growth control but to altered cellular redox status, involving the production of an 
oxidative burst through the activation of NADPH oxidases and cell wall peroxidases, to provide an appropriate 
defense response45. Oxidative burst imbalance can be regulated by the activation of the antioxidant machin-
ery that appears to be a general mechanism triggered by Trichoderma in different plant species (Arabidopsis, 
cucumber and tomato) to enhance tolerance to a range of abiotic stresses23. Although a better understanding of 
ROS formation and the oxidative burst function as a consequence of plant-Trichoderma interaction is needed, 
our results suggest that Ta-primed plant offspring displays increased resistance to Mj without fitness costs, and 
the auxin-induced ROS production promoted by Ta could be directly involved in cell wall loosening and cell 
elongation46, acting in turn as a major defense strategy when the plant balance is tipped towards growth. The 
low Mj resistance detected in w/Mj F1 plants indicates that the descendants from plants challenged with Mj 
were not primed for defenses. The upregulation of PR1 and LECHS2 would indicate a SA-mediated induction of 
phytoalexin production in a NPR1-independent manner. Although, it has been reported that an accumulation 
of flavonoids caused by chalcone synthase activity may block auxin transport47, the up- and downregulation of 
LECHS2 and ARF1, respectively, detected in 2-week-old-F1 plants derived from w/Mj treatment was not accom-
panied by a reduction of their green mass. However, these w/Mj F1 plants presented lower green mass values 
than the control at 30 dai with Mj although no differences in NG, NEM and NEM/NG parameters were detected 
(Figs 7 and S1).

Since Ta positive growth effect was not reflected in the increased size of F1 plants coming from Ta/Mj treat-
ment, defense responses would prevail over growth promotion as the inherited trait in plants challenged with Ta 
and Mj. Special attention must be paid to the simultaneous upregulation of PR1, LOX1 and TPX1 in F1 plants 
coming from Ta/Mj seeds. The marked upregulation of PR1 could indicate resistance to RKN considering that PR1 
was highly induced in shoot upon RKN attack in resistant tomato plants12. The increased JA- and SA-dependent 
defenses detected in these plants agree with the upregulation of ERF1 and NPR1 and also with the enhanced 
resistance to Mj attack. Cooperation and sequential positive interactions have also been reported between SA 
and JA/ET pathways48. Moreover, the transgenerational Ta priming showed a similar activation of the SA-, JA-, 
and ET-regulated defense pathways as described in incompatible RKN-tomato interactions11. Interestingly, an 
approximately 5-fold reduction of green mass was detected in 2-week-old Ta/Mj F1 plants compared to that of 
the control F1 plants (Fig. 6); although, only a 1.6-fold reduction was detected in these plants at 30 dai with Mj 
(Fig. S1). These data indicate that the growth of Ta/Mj F1 plants was not negatively affected by Mj infection or, at 
least, the observed deleterious growth was less evident than that caused by the pathogen in the rest of F1 plants. 
It is not easy to draw conclusions on a system with two simultaneous plant invaders, especially if one of them 
becomes a prey for the other. In w/Ta +​ Mj F1 plants, the responses to Ta and Mj were assessed, and also the reac-
tion to the potential damage associated with the molecular patterns released as a result of the hydrolytic activity 
of Ta on Mj. In the case of 2-week-old w/Ta +​ Mj F1 plants in absence of the pathogen, the expression profiles of 
defense marker genes and the growth degree were similar to those obtained for w/Mj F1 plants. However, the w/
Ta +​ Mj F1 plants challenged with Mj showed increased resistance at the expense of their fitness. Results shown in 
Fig. 7 indicate that F1 plants from the three Ta treatments inherited resistance against Mj, but the gene expression 
profiles observed in these F1 plants indicate that the defense induction occurred through different mechanisms 
in varying degrees depending on the Ta-Mj interaction.

Ta symbiosis and Mj infection are expected to induce epigenetic changes by guiding DNA methylation and 
chromatin modifications in the plant. In the case of RKN, genes involved in these activities and small RNA forma-
tion were induced inside the giant cells2,7. However, the underlying mechanisms that support the beneficial activ-
ity of Trichoderma to plants, in terms of heritable growth and defense, have yet to be deciphered. Nevertheless, the 
heritable key signaling nodes that emerged from favorable plant-Trichoderma interactions are targets that should 
be taken into account in further studies to understand why the Trichoderma-regulated fitness costs associated 
with induction of defenses depend not only on the Ta application itself but in the way that Ta and the pathogen 
are or are not confronted.

In addition to a direct biocontrol activity against Mj, we report on the capacity of Ta inducing systemic resist-
ance to RKN without establishing any contact with the pathogen, as well as on the heritability of this priming for 
enhanced resistance and growth promotion without compromising the level of resistance of the plant’s offspring 
to the nematode.

Methods
Organisms used.  The RKN Meloidogyne javanica, referred to as Mj, was used throughout the present work. 
Mj was collected from infected tomato roots in Córdoba (Spain), and cultured from a single egg mass. The species 
identification was carried out integrating morphological approaches based on females, males and J2s49, α​-ester-
ase isoenzyme phenotypes50 and molecular analysis of cytochrome oxidase II51. For Mj sterilization, nematode 
eggs were placed on a sterile Whatman filter holder (GE Healthcare Europe GmbH, Barcelona, Spain) containing 
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a cellulose acetate filter membrane with a 5 μ​m pore size (GE Healthcare Europe GmbH). Then, the eggs on 
the filter were exposed to 0.01% (w/v) mercuric chloride (Hg2Cl2) for 10 min (Sigma-Aldrich, Madrid, Spain), 
followed by 0.7% streptomycin solution (Sigma-Aldrich) and three washing steps with 50 mL of sterile distilled 
water52. Sterile eggs were then collected from the membrane and placed in sieves with a 25-μ​m pore size in 0.01 M 
2-(N-morpholino) ethanesulphonic acid (MES) buffer (Sigma-Aldrich) under aseptic dark conditions for 3 days, 
J2s were collected after hatching.

Trichoderma atroviride (Ta) IMI 352941 (International Mycological Institute, CABI Bioscience, Egham, UK), 
also referred to as strain T11, was the fungus used in the greenhouse assays. This strain was grown on potato dex-
trose agar medium (PDA, Difco Laboratories, Detroit, USA) and the spores were stored in 30% glycerol at −80 °C. 
Spores from 7-day-old PDA plates were harvested by adding 5 mL of sterile water to the plates and by scraping the 
culture with a rubber spatula. These suspensions were filtered through a double layer of cheesecloth to separate 
large mycelial fragments from conidia. Spore concentrations were calculated using a counting chamber and the 
suspension indicated below was applied to tomato seeds.

Tomato seeds (Solanum lycopersicum “Marmande”) were sterilized in 70% ethanol for 10 min and in sodium 
hypochlorite for 10 min. Later, seeds were washed thoroughly in sterile distilled water before being used.

Biocontrol and induction of tomato defense assays.  Sterilized tomato seeds were sown in 3 L pots 
containing commercial organic substrate Tref (Jiffy, Castillo Arnedo, Navarrete, Spain), previously autoclaved at 
121 °C for 1 h on two successive days. The pots were cared for in a greenhouse at 22 ±​ 4 °C, and watered appropri-
ately. After five weeks tomato plant roots were split into two halves and each root portion was planted into a pot 
containing a mixture of Tref and vermiculite, previously autoclaved as described above, in a proportion of 3:1. The 
split-root experimental design consisted of five treatments: i) the two root system halves treated with sterile water 
(w/w) was the control condition; ii) one half of the root system inoculated with Ta (w/Ta); iii) one half of the root 
system inoculated with Mj (w/Mj); iv) one half of the root system inoculated with Ta and the other half inoculated 
with Mj (Ta/Mj); and v) one half of the root system inoculated with Ta plus Mj (w/Ta +​ Mj) (Fig. 1). One week 
after transplanting, a root portion of each tomato plant was inoculated with 1 mL of T11 conidial suspension 
(1 ×​ 107 spores/mL) in w/Ta and Ta/Mj treatments or 1 mL of T11 conidial suspension (1 ×​ 107 spores/mL) plus 
500 units of J2 in w/Ta +​ Mj treatment. Mj infection was performed with 500 J2s in treatments w/Mj and Ta/Mj 12 
days after transplanting. Greenhouse assays were repeated twice in a completely randomized design, and 15 rep-
lica plants were included for each treatment. Three root samples from three different replica plants per treatment 
were collected at 1, 4 and 6 dai with Mj for gene expression analysis by qPCR. Roots were washed, immediately 
frozen in liquid nitrogen and stored at −20 °C until used. At 30 dai with Mj, three root samples from three other 
different replica plants of w/Mj, Ta/Mj and w/Ta +​ Mj treatments were collected to estimate the NG and the NEM 
as previously described53. These data were used to calculate the NEM/NG ratio.

Nematode penetration and developmental stage assay.  This assay was set up with the split-root 
experimental design described above, although minor changes were made. Plant substrate was inoculated with 
300 units of J2, and penetration rates and life developmental stages were determined at 15 dai with Mj. Four root 
samples from four different plants of the treatments w/Mj, Ta/Mj and w/Ta +​ Mj were collected and stained using 
the fuchsin acid method54. The total number of nematodes in root (NTNR) and developmental stages J2, J3, J4 
and adult were estimated in two independent biological experiments, as previously described55.

Heritability of induced defense responses.  Three plants (F0) from every treatment were maintained 
in the greenhouse until fruit production. Two fruits per plant from independent greenhouse experiments were 
gathered to generate five different seed pools (Fig. 1). Seeds were washed, sterilized as described above, and sown 
into 500 mL pots containing the commercial substrate Tref, autoclaved as already described. The pooled seeds 
were used in two independent experiments. In every experiment, three seeds were sown per pot and 14 pots, with 
a total of 42 F1 plants, were prepared per treatment. At 14 days, five F1 plants per treatment were used to calculate 
the geometric parameters of height and width of the green mass using the following methodology. The height of 
the canopy was measured perpendicular to the soil, and because the width of the canopy varied with plant height, 
three 1/3 heights were defined to measure the mean width. At 15 days, ten F1 plants per treatment from different 
pots were taken and the expression of defense and phytohormone crosstalk marker genes was analyzed by qPCR. 
At 21 days, the Tref substrate of five pots containing one remaining plant each was infected with 1,000 Mj eggs. At 
51 days (30 dai with Mj), the five F1 plants per treatment were used to determine the NG, NEM and the NEM/NG 
ratio, and to calculate the green mass geometric parameters.

Real-time PCR analysis.  Gene expression was analyzed by qPCR. cDNA was synthesized from 1 μ​g of 
total RNA, which was extracted from pooled root samples of three different F0 plants or ten pooled F1 plants 
using TRIZOL® (Invitrogen Life Technologies, Carlsbad, CA, USA), purified with RNeasy MinElute Cleanup 
kit (Qiagen, Hilden, Germany), and then used for reverse transcription with an oligo(dT) primer with the 
Transcriptor First Strand cDNA Synthesis kit (Takara Inc., Tokyo, Japan), following the manufacturer’s protocol. 
PCR reactions were performed using an ABI PRISM 7000 Sequence Detection System (Applied Biosystems, 
Applied Foster City, USA) with Brilliant SYBR Green QPCR Master Mix (Roche, Penzberg, Germany) in a total 
volume of 10 μ​l. F0 root cDNA obtained from two independent experiments (roots of three F0 plants per each 
treatment and time point), and F1 plant cDNA from two independent experiments (10 F1 plants per treatment) 
were used and three technical replicas were analyzed. All reactions were performed under the following condi-
tions: an initial denaturation step (20 sec at 95 °C) followed by 40 cycles of denaturation (15 sec at 95 °C), anneal-
ing (1 min 60 °C), and extension (1 min 72 °C); and a final extension (3 min 72 °C). CT values were calculated 
using the Applied Biosystems software, and transcript abundance was calculated in Microsoft Excel from Ct 
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(cycle threshold) values and normalized to the actin gene signal. The relative expression levels were calculated 
using the 2−ΔΔCT method56. Marker genes representative of SA (PR1, LECHS2 and NPR1), JA (LOX1 and MYC2), 
and JA/ET (ERF1) defense pathways, as well as TPX1, LERBOH1 and ARF1 genes encoding a peroxidase specifi-
cally involved in lignification, a NADPH oxidase involved in oxidative burst and the TF auxin response factor 1, 
respectively, were analyzed by qPCR. The specific primers used are shown in Table S130,57–61.

Statistical analysis.  The data were transformed, if necessary, to meet the statistical assumptions of nor-
mality62 and homogeneity of variances63. Then, the data set was submitted to analysis of variance and means 
compared by Tukey test (P <​ 0.05) using Statistica 7 software (Statsoft Inc.).

References
1.	 Jones, J. T. et al. Top 10 plant-parasitic nematodes in molecular plant pathology. Mol. Plant Pathol. 14, 946–961 (2013).
2.	 Kyndt, T., Vieira, P., Gheysen, G. & de Almeida-Engler, J. Nematode feeding sites: unique organs in plant roots. Planta 238, 807–818 

(2013).
3.	 Rehman, S., Gupta, V. K. & Goyal, A. K. Identification and functional analysis of secreted effectors from phytoparasitic nematodes. 

BMC Microbiol. 16, 48 (2016).
4.	 Nahar, K., Kyndt, T., de Vleesschauwer, D., Höfte, M. & Gheysen, G. The jasmonate pathway is a key player in systemically induced 

defense against root knot nematodes in rice. Plant Physiol. 157, 305–316 (2011).
5.	 Jammes, F. et al. Genome-wide expression profiling of the host response to root-knot nematode infection in Arabidopsis. Plant J. 44, 

447–458 (2005).
6.	 Barcala, M. et al. Early transcriptomic events in microdissected Arabidopsis nematode‐induced giant cells. Plant J. 61, 698–712 

(2010).
7.	 Portillo, M. et al. Distinct and conserved transcriptomic changes during nematode‐induced giant cell development in tomato 

compared with Arabidopsis: a functional role for gene repression. New Phytol. 197, 1276–1290 (2013).
8.	 Kyndt, T. et al. G. Comparing systemic defence‐related gene expression changes upon migratory and sedentary nematode attack in 

rice. Plant Biol. 14, 73–82 (2012).
9.	 Hamamouch, N., Li, C., Seo, P. J., Park, C. M. & Davis, E. L. Expression of Arabidopsis pathogenesis‐related genes during nematode 

infection. Mol. Plant Pathol. 12, 355–364 (2011).
10.	 Nahar, K., Kyndt, T., Hause, B., Höfte, M. & Gheysen, G. Brassinosteroids suppress rice defense against root-knot nematodes 

through antagonism with the jasmonate pathway. Mol. Plant Microbe Interact. 26, 106–115 (2013).
11.	 Bhattarai, K. K. et al. Tomato susceptibility to root-knot nematodes requires an intact jasmonic acid signaling pathway. Mol Plant 

Microbe Interact. 21, 1205–1214 (2008).
12.	 Molinari, S., Fanelli, E. & Leonetti, P. Expression of tomato salicylic acid (SA)‐responsive pathogenesis‐related genes in Mi‐1‐

mediated and SA‐induced resistance to root‐knot nematodes. Mol. Plant Pathol. 15, 255–264 (2014).
13.	 Molinari, S. Natural genetic and induced plant resistance, as a control strategy to plant-parasitic nematodes alternative to pesticides. 

Plant Cell Rep. 30, 311–323 (2011).
14.	 Dong, L. Q. & Zhang, K. Q. Microbial control of plant-parasitic nematodes: a five-party interaction. Plant Soil. 288, 31–45 (2006).
15.	 Siddiqui, I. A. & Shaukat, S. S. Phenylacetic acid-producing Rhizoctonia solani represses the biosynthesis of nematicidal compounds 

in vitro and influences biocontrol of Meloidogyne incognita in tomato by Pseudomonas fluorescens strain CHA0 and its GM 
derivatives. J. Appl. Microbiol. 98, 43–55 (2005).

16.	 Hao, Z. et al. Local and systemic mycorrhiza-induced protection against the ectoparasitic nematode Xiphinema index involves 
priming of defence gene responses in grapevine. J. Exp. Bot. 63, 3657–3672 (2012).

17.	 Schouteden, N., de Waele, D., Panis, B. & Vos, C. M. Arbuscular mycorrhizal fungi for the biocontrol of plant-parasitic nematodes: 
a review of the mechanisms involved. Front. Microbiol. 6, 1280 (2015).

18.	 Lorito, M., Woo, S. L., Harman, G. E. & Monte, E. Translational research on Trichoderma: from ‘omics to the field. Annu. Rev. 
Phytopathol. 48, 395–417 (2010).

19.	 Windham, G. L. & Pederson, G. A. Interaction of Trichoderma harzianum, Meloidogyne incognita and Meloidogyne arenaria on 
Trifolium repens. Nematropica 23, 99–103 (1993).

20.	 Sharon, E. et al. Biocontrol of the root-knot nematode Meloidogyne javanica by Trichoderma harzianum. Phytopathology 91, 
687–693 (2001).

21.	 Suárez, B., Rey, M., Castillo, P., Monte, E. & Llobell, A. Isolation and characterization of PRA1, a trypsin-like protease from the 
biocontrol agent Trichoderma harzianum CECT 2413 displaying nematicidal activity. Appl. Microbiol. Biotechnol. 65, 46–55 (2004).

22.	 Sahebani, N. & Hadavi, N. Biological control of the root-knot nematode Meloidogyne javanica by Trichoderma harzianum. Soil Biol. 
Biochem. 40, 2016–2020 (2008).

23.	 Shoresh, M., Harman, G. E. & Mastouri, F. Induced systemic resistance and plant responses to fungal biocontrol agents. Annu. Rev. 
Phytopathol. 48, 21–43 (2010).

24.	 Hermosa, R., Viterbo, A., Chet, I. & Monte, E. Plant-beneficial effects of Trichoderma and of its genes. Microbiology 158, 17–25 
(2012).

25.	 Brotman, Y. et al. Trichoderma-plant root colonization: escaping early plant defense responses and activation of the antioxidant 
machinery for saline stress tolerance. PLoS Pathog. 9, e1003221 (2013).

26.	 Naserinasab, F., Sahebani, N. & Etebarian, H. R. Biological control of Meloidogyne javanica by Trichoderma harzianum BI and 
salicylic acid on tomato. Afr. J. Food Sci. 5, 276–328 (2011).

27.	 Leonetti, P., Costanza, A., Zonno, M., Molinari, S. & Altomare, C. How fungi interact with nematode to activate the plant defence 
response to tomato plants. Commun. Agric. Appl. Biol. Sci. 79, 357–362 (2014).

28.	 Martínez-Medina, A., Fernandez, I., Lok, G. B., Pozo, M. J., Pieterse, C. M. J. & Van Wees, S. C. M. Shifting from priming of salicylic 
acid- to jasmonic acid-regulated defences by Trichoderma protects tomato against the root knot nematode Meloidogyne incognita. 
New Phytol., doi: 10.1111/nph.14251 (2016).

29.	 Moreno, C. A. et al. Biological and molecular characterization of the response of tomato plants treated with Trichoderma 
koningiopsis. Physiol. Mol. Plant Pathol. 74, 111–120 (2009).

30.	 Rubio, M. B. et al. Identifying beneficial qualities of Trichoderma parareesei for plants. Appl. Environ. Microbiol. 80, 1864–1873 
(2014).

31.	 Truman, W., Bennett, M. H., Kubigsteltig, I., Turnbull, C. & Grant, M. Arabidopsis systemic immunity uses conserved defense 
signaling pathways and is mediated by jasmonates. Proc. Natl. Acad. Sci. USA 104, 1075–1080 (2007).

32.	 Moore, J. W., Loake, G. J. & Spoel, S. H. Transcription dynamics in plant immunity. Plant Cell 23, 2809–2820 (2011).
33.	 Lucena, M. A. et al. Structural and physiological changes in the roots of tomato plants over‐expressing a basic peroxidase. Physiol. 

Plant 118, 422–429 (2003).
34.	 Morán-Diez, E. et al. Transcriptomic response of Arabidopsis thaliana after 24 h incubation with the biocontrol fungus Trichoderma 

harzianum. J. Plant Physiol. 169, 614–620 (2012).



www.nature.com/scientificreports/

1 2Scientific Reports | 7:40216 | DOI: 10.1038/srep40216

35.	 Alonso‐Ramírez, A. et al. Salicylic acid prevents Trichoderma harzianum from entering the vascular system of roots. Mol. Plant 
Pathol. 15, 823–831 (2014).

36.	 Vos, I. A., Moritz, L., Pieterse, C. M. & Van Wees, S. C. Impact of hormonal crosstalk on plant resistance and fitness under multi-
attacker conditions. Front. Plant Sci. 6, 639 (2015).

37.	 Melillo, M. T., Leonetti, P., Bongiovanni, M., Castagnone‐Sereno, P. & Bleve‐Zacheo, T. Modulation of reactive oxygen species 
activities and H2O2 accumulation during compatible and incompatible tomato-root-knot nematode interactions. New Phytol. 170, 
501–512 (2006).

38.	 Siddique, S. et al. Parasitic worms stimulate host NADPH oxidases to produce reactive oxygen species that limit plant cell death and 
promote infections. Sci. Signal. 7, ra33 (2014).

39.	 Luna, E., Bruce, T. J., Roberts, M. R., Flors, V. & Ton, J. Next-generation systemic acquired resistance. Plant Physiol. 158, 844–853 
(2012).

40.	 Slaughter, A. et al. Descendants of primed Arabidopsis plants exhibit resistance to biotic stress. Plant Physiol. 158, 835–843 (2012).
41.	 Hermosa, R. et al. The contribution of Trichoderma to balancing the costs of plant growth and defense. Int. Microbiol. 16, 69–80 

(2013).
42.	 Kazan, K. & Manners, J. M. MYC2: the master in action. Mol. Plant 6, 686–703 (2013).
43.	 Huot, B., Yao, J., Montgomery, B. L. & He, S. Y. Growth-defense tradeoffs in plants: a balancing act to optimize fitness. Mol. Plant 7, 

1267–1287 (2014).
44.	 Xu, E. & Brosché, M. Salicylic acid signaling inhibits apoplastic reactive oxygen species signaling. BMC Plant Biol. 14, 155 (2014).
45.	 Considine, M. J. & Foyer, C. H. Redox regulation of plant development. Antioxid. Redox Signal. 21, 1305–1326 (2014).
46.	 Xia, X. J. et al. Interplay between reactive oxygen species and hormones in the control of plant development and stress tolerance. J. 

Exp. Bot. 66, 2839–2856 (2015).
47.	 Dao, T. T., Linthorst, H. J. & Verpoorte, R. Chalcone synthase and its functions in plant resistance. Phytochem. Rev. 10, 397–412 

(2011).
48.	 Rojo, E., Solano, R. & Sánchez-Serra, J. J. Interactions between signaling compounds involved in plant defense. J. Plant Growth 

Regul. 22, 82–98 (2003).
49.	 Hartman, K. & Sasser, J. N. Identification of Meloidogyne species on the basis of differential hosts test and perineal pattern 

morphology In An advanced treatise on Meloidogyne Vol. 2 (eds Barker, K. R. et al.) 69–77 (North Carolina State University 
Graphics, 1985).

50.	 Carneiro, R. M. D. G., Almeida, M. R. A. & Quénéhervé, P. Enzyme phenotypes of Meloidogyne spp. isolates. Nematology 2, 645–654 
(2000).

51.	 Powers, T. O. & Harris, T. S. A polymerase chain reaction method for identification of five major Meloidogyne species. J. Nematol. 25, 
1–6 (1993).

52.	 Jansen van Vuuren, R. & Woodward, B. The response of cassava cultivars to root-knot nematode infestations: An in vitro method. 
Euphytica 120, 109–113 (2001).

53.	 Silva, G. S., Santos, J. M. & Ferraz, S. Novo método de coloração de ootecas de Meloidogyne sp. Nematol. Bras. 12, 6–7 (1988).
54.	 Byrd, D. W. Jr., Kirkpatrick, T. & Barker, K. R. An improved technique for clearing and staining tissues for detection of nematodes. 

J. Nematol. 15, 142–143 (1983).
55.	 Abad, P., Castagnone-Sereno, P., Ross, M. N., de Almeida Engler, J. & Favery, B. Invasion, feeding and development In Root-knot 

nematodes (eds Perry, R. N. et al.) 163–181 (CAB International, 2009).
56.	 Livak, K. J. & Schmittgen, T. D. Analysis of relative gene expression data using real-time quantitative PCR and the 2−ΔΔCT method. 

Methods 25, 402–408 (2001).
57.	 Gómez-Ariza, J., Balestrini, R., Novero, M. & Bonfante, P. Cell-specific gene expression of phosphate transporters in mycorrhizal 

tomato roots. Biol. Fertil. Soils 45, 845–853 (2009).
58.	 Sagi, M. et al. Plant respiratory burst oxidase homologs impinge on wound responsiveness and development in Lycopersicon 

esculentum. Plant Cell 16, 616–628 (2004).
59.	 Alkan, N., Gadkar, V., Coburn, J., Yarden, O. & Kapulnik, Y. Quantification of the arbuscular mycorrhizal fungus Glomus intraradices 

in host tissue using real-time polymerase chain reaction. New Phytol. 161, 877–885 (2004).
60.	 Blanco-Ulate, B., Vincenti, E., Powell, A. L. & Cantu, D. Tomato transcriptome and mutant analyses suggest a role for plant stress 

hormones in the interaction between fruit and Botrytis cinerea. Front. Plant Sci. 4, 142 (2013).
61.	 Bergougnoux, V., Hlaváčková, V., Plotzová, R., Novák, O. & Fellner, M. The 7B-1 mutation in tomato (Solanum lycopersicum L.) 

confers a blue light-specific lower sensitivity to coronatine, a toxin produced by Pseudomonas syringae pv. tomato. J. Exp. Bot. 60, 
1219–1230 (2009).

62.	 Shapiro, S. S. & Wilk, M. B. An analysis of variance test for normality (complete samples). Biometrika 52, 591–611 (1965).
63.	 Bartlett, M. S. & Kendall, D. G. The statistical analysis of variance-heterogeneity and the logarithmic transformation. Suppl. J. R. Stat. 

Soc. 8, 128–138 (1946).

Acknowledgements
We thank Dr. Pablo G. Benavides from the Plant Protection Laboratory of Junta de Castilla y León (Aldearrubia, 
Spain) for his expertise, advice and comments. Additionally, we would like to thank the CAPES (Brazil) for the 
PDSE scholarship granted to HAM for his stay at the University of Salamanca. The research has been partially 
funded by the Spanish Ministry of Economy and Competitiveness for National project AGL2015-70671-C2-1-R, 
and by the Regional Government of Castilla y León (Spain) for project SA009U16.

Author Contributions
Conceived and designed the experiments: H.A.M., R.H. and E.M. Performed the experiments: H.A.M. and 
M.B.R. Analysed the data H.A.M., M.B.R., J.V.A.F., L.G.F., P.C., R.H. and E.M. Contributed reagents/materials/
analysis tools H.A.M., M.B.R., J.V.A.F., L.G.F. and P.C. Wrote the paper: H.A.M., M.B.R., R.H. and E.M. All 
authors reviewed and approved the final manuscript.

Additional Information
Supplementary information accompanies this paper at http://www.nature.com/srep
Competing financial interests: The authors declare no competing financial interests.
How to cite this article: Medeiros, H. A. et al. Tomato progeny inherit resistance to the nematode Meloidogyne 
javanica linked to plant growth induced by the biocontrol fungus Trichoderma atroviride. Sci. Rep. 7, 40216; 
doi: 10.1038/srep40216 (2017).

http://www.nature.com/srep


www.nature.com/scientificreports/

13Scientific Reports | 7:40216 | DOI: 10.1038/srep40216

Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

This work is licensed under a Creative Commons Attribution 4.0 International License. The images 
or other third party material in this article are included in the article’s Creative Commons license, 

unless indicated otherwise in the credit line; if the material is not included under the Creative Commons license, 
users will need to obtain permission from the license holder to reproduce the material. To view a copy of this 
license, visit http://creativecommons.org/licenses/by/4.0/
 
© The Author(s) 2017

http://creativecommons.org/licenses/by/4.0/

	Tomato progeny inherit resistance to the nematode Meloidogyne javanica linked to plant growth induced by the biocontrol fun ...
	Results

	Biocontrol of Ta against Mj in tomato. 
	Trichoderma induces systemic defenses to RKN in tomato. 
	Heritability of the induced defense by Ta against Mj in tomato. 

	Discussion

	Methods

	Organisms used. 
	Biocontrol and induction of tomato defense assays. 
	Nematode penetration and developmental stage assay. 
	Heritability of induced defense responses. 
	Real-time PCR analysis. 
	Statistical analysis. 

	Acknowledgements
	Author Contributions
	﻿Figure 1﻿﻿.﻿﻿ ﻿ Experimental procedure used for in vivo analysis of systemic defense in tomato plants.
	﻿Figure 2﻿﻿.﻿﻿ ﻿ In vivo biocontrol ability of Trichoderma atroviride T11 (Ta) against Meloidogyne javanica (Mj).
	﻿Figure 3﻿﻿.﻿﻿ ﻿ Resistance induced by Trichoderma atroviride T11 (Ta) against Meloidogyne javanica (Mj) in tomato plants.
	﻿Figure 4﻿﻿.﻿﻿ ﻿ Defense marker gene expression patterns in tomato roots in response to Trichoderma atroviride T11 (Ta) and/or Meloidogyne javanica (Mj).
	﻿Figure 5﻿﻿.﻿﻿ ﻿ Defense gene expression in Trichoderma atroviride-primed tomato plant progeny.
	﻿Figure 6﻿﻿.﻿﻿ ﻿ Phenotypical differences among Trichoderma atroviride-primed tomato plant progeny.
	﻿Figure 7﻿﻿.﻿﻿ ﻿ Transgenerational biocontrol against Meloidogyne javanica (Mj) in Trichoderma atroviride-primed tomato plant progeny.



 
    
       
          application/pdf
          
             
                Tomato progeny inherit resistance to the nematode Meloidogyne javanica linked to plant growth induced by the biocontrol fungus Trichoderma atroviride
            
         
          
             
                srep ,  (2016). doi:10.1038/srep40216
            
         
          
             
                Hugo Agripino de Medeiros
                Jerônimo Vieira de Araújo Filho
                Leandro Grassi de Freitas
                Pablo Castillo
                María Belén Rubio
                Rosa Hermosa
                Enrique Monte
            
         
          doi:10.1038/srep40216
          
             
                Nature Publishing Group
            
         
          
             
                © 2016 Nature Publishing Group
            
         
      
       
          
      
       
          © 2016 The Author(s)
          10.1038/srep40216
          2045-2322
          
          Nature Publishing Group
          
             
                permissions@nature.com
            
         
          
             
                http://dx.doi.org/10.1038/srep40216
            
         
      
       
          
          
          
             
                doi:10.1038/srep40216
            
         
          
             
                srep ,  (2016). doi:10.1038/srep40216
            
         
          
          
      
       
       
          True
      
   




