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Supplementary Methods

Effect of supernatants of bacterial and fungal isolates on pathogen growth. To complement the results of dual culture assays, we further tested the bacterial and fungal strains on the growth of Foc TR4 by using supernatant assays (Fig. S3). For the bacterial strains, after 72 h of growth in tryptic soy broth (TSB) medium at 170 rpm/min, and 30 °C, each bacterial fermentation broth was passed through a 0.22 µm filter to remove living cells. For the fungal strains, isolates were grown in potato dextrose broth (PDB) medium for 7 d at 170 rpm/min, and 28 °C, and then all fungal cultures were filtered through 0.22 μm filter to remove living cells. After that, 40 µL of sterile supernatant of each strain and 10 µL Foc TR4 spore suspension (final density of 1×104 spores/mL) were added to 150 µL of 5 × diluted PDB medium (in order to better reflect the effect of the supernatant) to examine the impact of the supernatant on the growth of the pathogen. 40 µL sterile water was used instead of the supernatant as a negative control. Meanwhile, 40 µL 5 × diluted PDB medium was used instead of the supernatant as a positive control for bacterial and fungal strains. Each treatment was replicated six times. The 96-well cell culture plates were placed at 28 °C and OD750 was measured at 48 h. The impact on pathogen growth was defined as either promotion or inhibition relative to negative and positive controls. The negative effect against the pathogen was delineated by supernatant absorbance value lower than that of the negative control. Conversely, positive activity promoting pathogen growth was characterized by supernatant absorbance exceeding that of the positive control.
Design of SynComs associated with banana varieties. To investigate the pathogen suppression capabilities of SynComs composed of different types of strains, we selected for SynCom construction based on their effects on the pathogen and relative abundance across banana varieties. For the highly resistant variety, nine SynComs were established as follows: (1) HR_HB: Bacterial SynCom comprising the top three high pathogen suppression bacterial strains from the highly resistant variety Zhongjiao no.9; (2) HR_LB: Bacterial SynCom comprising the least effective bacterial strains for pathogen suppression from the highly resistant variety Zhongjiao no.9; (3) HR_AB: Bacterial SynCom comprising all five bacterial strains from the highly resistant variety Zhongjiao no.9; (4) HR_HF: Fungal SynCom comprising the top three high pathogen suppression fungal strains from the highly resistant variety Zhongjiao no.9; (5) HR_LF: Fungal SynCom comprising the three fungal strains showing the least pathogen suppression from the highly resistant variety Zhongjiao no.9; (6) HR_AF: Fungal SynCom comprising all six fungal strains from the highly resistant variety Zhongjiao no.9; (7) HR_HB+HF: Cross-kingdom SynCom comprising the three high pathogen suppression bacterial strains and three high pathogen suppression fungal strains from the highly resistant variety Zhongjiao no.9; (8) HR_LB+LF: Cross-kingdom SynCom comprising the two bacterial strains and the three fungal strains with the least pathogen suppression from the highly resistant variety Zhongjiao no.9; (9) HR_AB+AF: Cross-kingdom SynCom comprising all five bacterial strains and six fungal strains from the highly resistant variety Zhongjiao no.9. Similarly, seven SynComs were constructed for the susceptible variety: (1) S_HB: Bacterial SynCom comprising the top three high pathogen suppression bacterial strains from the susceptible variety Baxi; (2) S_LB: Bacterial SynCom comprising the least effective bacterial strains for pathogen suppression from the susceptible variety Baxi; (3) S_AB: Bacterial SynCom comprising all 13 bacterial strains from the susceptible variety Baxi; (4) S_AF: Fungal SynCom comprising fungal strains from the susceptible variety Baxi; (5) S_HB+AF: Cross-kingdom SynCom comprising the three high pathogen suppression bacterial strains and fungal strains from the susceptible variety Baxi; (6) S_LB+AF: Cross-kingdom SynCom comprising the least effective bacterial strains and fungal strains from the susceptible variety Baxi; (7) S_AB+AF: Cross-kingdom SynCom comprising all 13 bacterial strains and two fungal strains from the susceptible variety Baxi. Additionally, to explore the combined effects of strains from both the highly resistant and susceptible varieties, we established the following SynComs: (1) HR_AB+S_AB: Bacterial SynCom comprising all 18 bacterial strains from both the highly resistant and susceptible varieties; (2) HR_AF+S_AF: Fungal SynCom comprising all eight fungal strains from both the highly resistant and susceptible varieties; (3) HR_AB+AF+S_AB+AF: Cross-kingdom SynCom comprising all 18 bacterial strains and eight fungal strains from both the highly resistant and susceptible varieties. 
Effect of selected supernatants-amended SynComs on pathogen density. To investigate the direct antagonistic effects of SynComs on the pathogen, we selected highly suppressive SynComs associated with highly resistant variety for a supernatant assay. The bacterial and fungal supernatants were prepared following the method described above. The experiment included four treatment groups: bacterial SynCom supernatant, fungal SynCom supernatant, cross-kingdom bacterial-fungal SynCom supernatant, and a sterile water control. The corresponding supernatants from individual strains were mixed in equal proportions to generate the different SynCom supernatant mixtures. Subsequently, 40 µL of each supernatant and 10 µL of Foc TR4 spore suspension (final concentration of 1 × 10⁴ spores/mL) were added to 150 µL of 5-fold diluted PDB medium in the 96-well plate. The control treatment substituted the supernatant with 40 µL of sterile water. Each treatment was performed in twelve replicates. The plate was incubated at 28 °C, and OD750 was measured at 0, 12, 24, 48, 72, and 96 hours to monitor pathogen growth dynamics.
Experimental design of soil incubation with SynComs and metabolites. To investigate the effects of rhizosphere metabolites from different varieties on cross-kingdom SynCom-mediated pathogen inhibition and microbial co-cultivation, several SynComs associated with highly resistant and susceptible plant varieties were assembled following the method described above. We identified metabolites that were significantly enriched in the rhizosphere of the highly resistant (Zhongjiao no. 9) and susceptible (Baxi) banana varieties. The metabolite mixture from the highly resistant variety (HRM) consisted of stearic acid and shikimic acid, while the metabolite mixture from the susceptible variety (SM) included palmitic acid, D-(+)-talose, D-(−)-rhamnose, stigmasterol, and 3-hydroxybutyric acid. All metabolites used in the experiments were purchased as commercially available standards. Each compound was adjusted to a final concentration of 10 mM and then mixed in equal proportions to create the respective HRM and SM mixtures. Finally, 1 mL of the corresponding metabolite mixture was added to the soil for each treatment. In total, 18 inoculation treatments were implemented in this experiment as follows: (1) HR_AB: bacterial SynCom of Zhongjiao no.9, (2) HR_AF: fungal SynCom of Zhongjiao no.9, (3) HR_AB + AF: cross-kingdom SynCom of Zhongjiao no.9, (4) HR_AB + HRM: bacterial SynCom of Zhongjiao no.9 and metabolites of Zhongjiao no.9, (5) HR_AF + HRM: fungal SynCom of Zhongjiao no.9 and metabolites of Zhongjiao no.9, (6) HR_AB + AF + HRM: cross-kingdom SynCom of Zhongjiao no.9 and metabolites of Zhongjiao no.9, (7) HR_AB + SM: bacterial SynCom of Zhongjiao no.9 and metabolites of Baxi, (8) HR_AF + SM: fungal SynCom of Zhongjiao no.9 and metabolites of Baxi, (9) HR_AB + AF + SM: cross-kingdom SynCom of Zhongjiao no.9 and metabolites of Baxi, (10) S_AB: bacterial SynCom of Baxi, (11) S_AF: fungal SynCom of Baxi, (12) S_AB + AF: cross-kingdom SynCom of Baxi, (13) S_AB + HRM: bacterial SynCom of Baxi and metabolites of Zhongjiao no.9, (14) S_AF + HRM: fungal SynCom of Baxi and metabolites of Zhongjiao no.9, (15) S_AB + AF + HRM: cross-kingdom SynCom of Baxi and metabolites of Zhongjiao no.9, (16) S_AB + SM: bacterial SynCom of Baxi and metabolites of Baxi, (17) S_AF + SM: fungal SynCom of Baxi and metabolites of Baxi, (18) S_AB + AF + SM: cross-kingdom SynCom of Baxi and metabolites of Baxi.

Supplementary tables

[bookmark: _Hlk81856486]Table S1. Oligonucleotide primers used in this study
	Target group
	Primer name and sequence (5´-3´)

	Bacterial V4-V5 region of 16S rRNA gene
	520F, AYT GGG YDT AAA GNG

	
	802R, TAC NVG GGT ATC TAA TCC

	Bacteria
	Eub338F, ACTCCTACGGGAGGCAGCAG

	
	Eub518R, ATTACCGCGGCTGCTGG

	Fungi
	ITS1f, TCC GTA GGT GAA CCT GCG G

	
	5.8s, CGC TGC GTT CTT CAT CG

	Foc TR4
	FocSc-1, CAGGGGATGTATGAGGAGGCTAGGCTA

	
	FocSc-2, GTGACAGCGTCGTCTAGTTCCTTGGAG



Table S2. Composition of SynComs of different banana varieties
	SynComs
	ID of isolates
	Source
	Genus

	HR_HB
	B9-48
	Zhongjiao no.9
	Enterobacter

	
	B9-33
	Zhongjiao no.9
	Burkholderia

	
	B9-6
	Zhongjiao no.9
	Streptomyces

	HR_LB
	B9-104
	Zhongjiao no.9
	Microbacterium

	
	B9-95
	Zhongjiao no.9
	Dyella

	HR_AB
	B9-48
	Zhongjiao no.9
	Enterobacter

	
	B9-33
	Zhongjiao no.9
	Burkholderia

	
	B9-6
	Zhongjiao no.9
	Streptomyces

	
	B9-104
	Zhongjiao no.9
	Microbacterium

	
	B9-95
	Zhongjiao no.9
	Dyella

	HR_HF
	F9-78
	Zhongjiao no.9
	Penicillium

	
	F9-74
	Zhongjiao no.9
	Trichoderma

	
	F9-69
	Zhongjiao no.9
	Aspergillus

	HR_LF
	F9-29
	Zhongjiao no.9
	Humicola

	
	F9-58
	Zhongjiao no.9
	Penicillium

	
	F9-1
	Zhongjiao no.9
	Humicola

	HR_AF
	F9-78
	Zhongjiao no.9
	Penicillium

	
	F9-74
	Zhongjiao no.9
	Trichoderma

	
	F9-69
	Zhongjiao no.9
	Aspergillus

	
	F9-29
	Zhongjiao no.9
	Humicola

	
	F9-58
	Zhongjiao no.9
	Penicillium

	
	F9-1
	Zhongjiao no.9
	Humicola

	HR_HB + HF
	B9-48
	Zhongjiao no.9
	Enterobacter

	
	B9-33
	Zhongjiao no.9
	Burkholderia

	
	B9-6
	Zhongjiao no.9
	Streptomyces

	
	F9-78
	Zhongjiao no.9
	Penicillium

	
	F9-74
	Zhongjiao no.9
	Trichoderma

	
	F9-69
	Zhongjiao no.9
	Aspergillus

	HR_LB + LF
	B9-104
	Zhongjiao no.9
	Microbacterium

	
	B9-95
	Zhongjiao no.9
	Dyella

	
	F9-29
	Zhongjiao no.9
	Humicola

	
	F9-58
	Zhongjiao no.9
	Penicillium

	
	F9-1
	Zhongjiao no.9
	Humicola

	HR_AB + AF
	B9-48
	Zhongjiao no.9
	Enterobacter

	
	B9-33
	Zhongjiao no.9
	Burkholderia

	
	B9-104
	Zhongjiao no.9
	Microbacterium

	
	B9-95
	Zhongjiao no.9
	Dyella

	
	B9-6
	Zhongjiao no.9
	Streptomyces

	
	F9-78
	Zhongjiao no.9
	Penicillium

	
	F9-74
	Zhongjiao no.9
	Trichoderma

	
	F9-29
	Zhongjiao no.9
	Humicola

	
	F9-58
	Zhongjiao no.9
	Penicillium

	
	F9-1
	Zhongjiao no.9
	Humicola

	
	F9-69
	Zhongjiao no.9
	Aspergillus

	S_HB
	B8-76
	Baxi
	Sphingomonas

	
	B8-33
	Baxi
	Streptomyces

	
	B8-108
	Baxi
	Pseudomonas

	S_LB
	B8-46
	Baxi
	Devosia

	
	B8-47
	Baxi
	Bosea

	
	B8-26
	Baxi
	Agromyces

	S_AB
	B8-110
	Baxi
	Pseudomonas

	
	B8-11
	Baxi
	Sphingopyxis

	
	B8-46
	Baxi
	Devosia

	
	B8-94
	Baxi
	Mesorhizobium

	
	B8-76
	Baxi
	Sphingomonas

	
	B8-47
	Baxi
	Bosea

	
	B8-33
	Baxi
	Streptomyces

	
	B8-108
	Baxi
	Pseudomonas

	
	B8-109
	Baxi
	Pseudomonas

	
	B8-50
	Baxi
	Phycicoccus

	
	B8-26
	Baxi
	Agromyces

	
	B8-6
	Baxi
	Paenibacillus

	
	B8-92
	Baxi
	Paenibacillus

	S_AF
	F8-50
	Baxi
	Fusarium

	
	F8-85
	Baxi
	Penicillium

	S_HB + AF
	B8-76
	Baxi
	Sphingomonas

	
	B8-33
	Baxi
	Streptomyces

	
	B8-108
	Baxi
	Pseudomonas

	
	F8-50
	Baxi
	Fusarium

	
	F8-85
	Baxi
	Penicillium

	S_LB + AF
	B8-46
	Baxi
	Devosia

	
	B8-47
	Baxi
	Bosea

	
	B8-26
	Baxi
	Agromyces

	
	F8-50
	Baxi
	Fusarium

	
	F8-85
	Baxi
	Penicillium

	S_AB + AF
	B8-110
	Baxi
	Pseudomonas

	
	B8-11
	Baxi
	Sphingopyxis

	
	B8-46
	Baxi
	Devosia

	
	B8-94
	Baxi
	Mesorhizobium

	
	B8-76
	Baxi
	Sphingomonas

	
	B8-47
	Baxi
	Bosea

	
	B8-33
	Baxi
	Streptomyces

	
	B8-108
	Baxi
	Pseudomonas

	
	B8-109
	Baxi
	Pseudomonas

	
	B8-50
	Baxi
	Phycicoccus

	
	B8-26
	Baxi
	Agromyces

	
	B8-6
	Baxi
	Paenibacillus

	
	B8-92
	Baxi
	Paenibacillus

	
	F8-50
	Baxi
	Fusarium

	
	F8-85
	Baxi
	Penicillium

	HR_AB + S_AB
	B9-48
	Zhongjiao no.9
	Enterobacter

	
	B9-33
	Zhongjiao no.9
	Burkholderia

	
	B9-6
	Zhongjiao no.9
	Streptomyces

	
	B9-104
	Zhongjiao no.9
	Microbacterium

	
	B9-95
	Zhongjiao no.9
	Dyella

	
	B8-110
	Baxi
	Pseudomonas

	
	B8-11
	Baxi
	Sphingopyxis

	
	B8-46
	Baxi
	Devosia

	
	B8-94
	Baxi
	Mesorhizobium

	
	B8-76
	Baxi
	Sphingomonas

	
	B8-47
	Baxi
	Bosea

	
	B8-33
	Baxi
	Streptomyces

	
	B8-108
	Baxi
	Pseudomonas

	
	B8-109
	Baxi
	Pseudomonas

	
	B8-50
	Baxi
	Phycicoccus

	
	B8-26
	Baxi
	Agromyces

	
	B8-6
	Baxi
	Paenibacillus

	
	B8-92
	Baxi
	Paenibacillus

	HR_AF + S_AF
	F9-78
	Zhongjiao no.9
	Penicillium

	
	F9-74
	Zhongjiao no.9
	Trichoderma

	
	F9-69
	Zhongjiao no.9
	Aspergillus

	
	F9-29
	Zhongjiao no.9
	Humicola

	
	F9-58
	Zhongjiao no.9
	Penicillium

	
	F9-1
	Zhongjiao no.9
	Humicola

	
	F8-50
	Baxi
	Fusarium

	
	F8-85
	Baxi
	Penicillium

	HR_AB + AF
+S_AB+AF
	B9-48
	Zhongjiao no.9
	Enterobacter

	
	B9-33
	Zhongjiao no.9
	Burkholderia

	
	B9-6
	Zhongjiao no.9
	Streptomyces

	
	B9-104
	Zhongjiao no.9
	Microbacterium

	
	B9-95
	Zhongjiao no.9
	Dyella

	
	B8-110
	Baxi
	Pseudomonas

	
	B8-11
	Baxi
	Sphingopyxis

	
	B8-46
	Baxi
	Devosia

	
	B8-94
	Baxi
	Mesorhizobium

	
	B8-76
	Baxi
	Sphingomonas

	
	B8-47
	Baxi
	Bosea

	
	B8-33
	Baxi
	Streptomyces

	
	B8-108
	Baxi
	Pseudomonas

	
	B8-109
	Baxi
	Pseudomonas

	
	B8-50
	Baxi
	Phycicoccus

	
	B8-26
	Baxi
	Agromyces

	
	B8-6
	Baxi
	Paenibacillus

	
	B8-92
	Baxi
	Paenibacillus

	
	F9-78
	Zhongjiao no.9
	Penicillium

	
	F9-74
	Zhongjiao no.9
	Trichoderma

	
	F9-69
	Zhongjiao no.9
	Aspergillus

	
	F9-29
	Zhongjiao no.9
	Humicola

	
	F9-58
	Zhongjiao no.9
	Penicillium

	
	F9-1
	Zhongjiao no.9
	Humicola

	
	F8-50
	Baxi
	Fusarium

	
	F8-85
	Baxi
	Penicillium


Notes: HR: highly resistant variety (Zhongjiao No. 9); S: susceptible variety (Baxi). HB: Bacterial SynCom comprising the top three high pathogen suppression bacterial strains from the corresponding variety. LB: Bacterial SynCom comprising the least effective bacterial strains for pathogen suppression-two strains from the highly resistant and three from the susceptible variety. AB: Bacterial SynCom comprising all bacterial strains from the corresponding variety. HF: Fungal SynCom comprising the top three high pathogen suppression fungal strains from the highly resistant variety. LF: Fungal SynCom comprising the three fungal strains showing the least pathogen suppression from the highly resistant variety. AF: Fungal SynCom comprising all fungal strains from the corresponding variety.
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Fig. S1 Schematic representation of dual culture used to examine the effects of bacterial isolates on the growth of pathogen on the plates (A) and interaction of Foc TR4 with bacterial isolates (B). 
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Fig. S2 Schematic representation of dual culture used to examine the effects of fungal isolates on the growth of pathogen on the plates (A) and interaction of Foc TR4 with fungal isolates (B). 
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Fig. S3 Schematic representation of the supernatant assays used to examine the effects of the bacterial and fungal isolates’ supernatant on the growth of pathogen. 
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Fig. S4 Schematic representation of soil incubation with the SynComs of different banana varieties. Zhongjiao no.9: highly resistant banana variety, Baxi: susceptible banana variety. B: inoculated with bacterial SynComs, F: inoculated with fungal SynComs, B+F: inoculated with cross-kingdom (bacteria and fungi) SynComs.
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Fig. S5 Bacterial richness (Chao1) (A) and diversity (Shannon) (B) in banana rhizosphere soils. Fungal richness (Chao1) (C) and diversity (Shannon) (D) in banana rhizosphere soils. Zhongjiao no.9: highly resistant banana variety; Kangku no.5: resistant banana variety; Baxi: susceptible banana variety. Different letters indicate significant difference at the 0.05 probability level according to the Tukey’s test. Error bars represent standard errors with three replicates.
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Fig. S6 PCA analyses of metabolites from the soils of banana varieties Baxi, Kangku no.5 and Zhongjiao no.9. Differences among the three treatments were evaluated using a PERMANOVA test.

[bookmark: _Hlk190372539] [image: ]
Fig. S7 The relative abundance of bacterial (A) and fungal (B) phyla in rhizosphere soils of different banana varieties. Zhongjiao no.9: highly resistant banana variety; Kangku no.5: resistant banana variety; Baxi: susceptible banana variety. 
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Fig. S8 The relative abundance of bacterial (A) and fungal (B) genera in rhizosphere soils of different banana varieties. Zhongjiao no.9: highly resistant banana variety; Kangku no.5: resistant banana variety; Baxi: susceptible banana variety. Different letters indicate significant differences as defined by Tukey’s test (p < 0.05).
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Fig. S9 (A) The Cladogram shows phylogenetic relationships between 272 bacterial OTUs. (B) The Cladogram shows phylogenetic relationships between 112 fungal OTUs. Leaf labels indicate representative sequence IDs. Rings, from the inner to the outside circles, represent: 1) phylum-level taxonomy of bacterial OTUs; 2) OTUs responding significantly to the three banana varieties (LDA > 2); 3) variable pattern of OTU relative abundance. Zhongjiao no.9: highly resistant banana variety, Kangku no.5: resistant variety; Baxi: susceptible banana variety.
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Fig. S10 LDA analysis of the rhizosphere metabolites of different banana varieties. Zhongjiao no.9: highly resistant banana variety, Kangku no.5: resistant variety; Baxi: susceptible banana variety.
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Fig. S11 Relatives abundances of bacterial (A) and fungal (B) OTUs significantly enriched in Zhongjiao no.9 variety within the cultivable collection. Abundances of bacterial (C) and fungal (D) OTUs significantly enriched in Baxi variety within the cultivable collection. Zhongjiao no.9: highly resistant banana variety, Kangku no.5: resistant variety; Baxi: susceptible banana variety. Error bars represent standard errors with three replicates.
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Fig. S12 The cladogram shows the phylogenetic relationships between cultured bacterial strains and OTUs.
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Fig. S13 The cladogram shows the phylogenetic relationships between cultured fungal strains and OTUs.
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Fig. S14 Effect of different SynComs on pathogen abundance in natural soil. HR: highly resistant banana variety Zhongjiao no.9; S: susceptible banana variety Baxi. AB: Bacterial SynCom comprising all bacterial strains from the corresponding variety. AF: Fungal SynCom comprising all fungal strains from the corresponding variety. Different letters above the bars indicate significant differences at the p < 0.05 probability level, according to Tukey’s test. Error bars represent standard errors with six replicates. 
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Fig. S15 Effect of SynComs from highly resistant and susceptible varieties on pathogen abundance in sterilized soil. The red dashed line indicates the pathogen abundance in the control treatment. Asterisks indicate significant differences between the SynCom inoculation treatments and the control (t-test, *p < 0.05, **p < 0.01, ***p < 0.001, n=6). Bars with different letters indicate that the SynComs corresponding to different varieties were significantly different, as defined by Tukey’s test (p < 0.05, n=6). Error bars represent standard errors with six replicates. HR: highly resistant banana variety Zhongjiao no.9; S: susceptible banana variety Baxi. HB: Bacterial SynCom comprising the top three high pathogen suppression bacterial strains from the corresponding variety. LB: Bacterial SynCom comprising the least effective bacterial strains for pathogen suppression-two strains from the highly resistant and three from the susceptible variety. AB: Bacterial SynCom comprising all bacterial strains from the corresponding variety. HF: Fungal SynCom comprising the top three high pathogen suppression fungal strains from the highly resistant variety. LF: Fungal SynCom comprising the three fungal strains showing the least pathogen suppression from the highly resistant variety. AF: Fungal SynCom comprising all fungal strains from the corresponding variety. 
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Fig. S16 Effect of different SynComs on pathogen abundance in sterilized soil. HR: highly resistant banana variety Zhongjiao no.9; S: susceptible banana variety Baxi. AB: Bacterial SynCom comprising all bacterial strains from the corresponding variety. AF: Fungal SynCom comprising all fungal strains from the corresponding variety.  Different letters above the bars indicate significant differences at the p < 0.05 probability level, according to Tukey’s test. Error bars represent standard errors with six replicates.
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[bookmark: _Hlk189779687]Fig. S17 Inhibitory effects of SynCom supernatants on the pathogen density. (A) Growth of the pathogen was quantified by measuring OD750 in the presence of different SynCom supernatants (n=12). (B) Pathogen density in the presence of different SynCom supernatants. Boxes with different letters indicate significant differences, as defined by Tukey’s test (p < 0.05, n=12). B: inoculated with bacterial SynComs, F: inoculated with fungal SynComs, B+F: inoculated with cross-kingdom (bacteria and fungi) SynComs.
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[bookmark: _Hlk202517725]Fig. S18 Abundance of total bacteria in individual bacterial SynCom (A) and cross-kingdom SynCom (B) of the susceptible variety. Abundance of total fungi in individual fungal SynCom (C) and cross-kingdom SynCom (D) of the susceptible variety. NM: soils did not amend any metabolites, HRM: treated with metabolites from highly resistant variety, SM: treated with metabolites from susceptible variety.  Different letters above the bars indicate significant differences at the p < 0.05 probability level, according to Tukey’s test. Error bars represent standard errors with six replicates. 
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