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ABSTRACT

Background/Objetive. Bacillus paralicheniformis TRQ65 was isolated from 
wheat (Triticum turgidum subsp. durum) rhizosphere in commercial fields in the 
Yaqui Valley, Mexico. This strain was one of the most abundant bacteria in the 
rhizosphere. The objective of this study is to explore the potential biological control 
action mechanisms of Bacillus paralicheniformis TRQ65 against phytopathogenic 
fungi of agricultural importance, through genome sequencing and mining.

Materials and methods. The biocontrol activity of this strain was quantified 
through in vitro dual assays evaluating inhibition zones against 11 agronomically 
important fungi. A whole-genome analysis was conducted as genomic mining to 
evaluate its potential for biological control.

Results. Strain TRQ65 showed biocontrol activity against 45% of the studied fungi, 
where the highest inhibition was against Botrytis cinerea, 43.8% ± 9% on day 5. 
Based on genome sequencing and mining (antiSMASH), this bioactivity could be 
associated with the biosynthesis of lichenysin, bacillibactin, and/or fengycin. 

Conclusion. This research provides the first insight into the potential biological 
control activity of strain TRQ65. Further studies need to be carried out to validate 
Bacillus paralicheniformis TRQ65 as an active ingredient in sustainable bacterial 
inoculants for eco-friendly agriculture.
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Introduction

Sustainable agricultural practices are crucial since the growing population is 
estimated to reach ~ 10 billion people by 2050 (FAO, 2018). The conventional 
methods for food production have highly impacted agricultural land availability, 
agronomical soil degradation, the loss of agrochemical efficiency, and increased 
incidence of plant diseases (Lowry et al., 2019; Pellegrini and Fernández, 2018). 
Plant diseases generate yield losses of 15-25% but in some cases, up to 85% of 
crop yield have also been reported (Gupta et al., 2018; Mehta 2014). The most 
important phytopathogenic organisms agronomically are usually fungi, representing 
approximately 70% of plant diseases (FAO, 2016). Thus, among the most 
important phytopathogenic fungi due to their incidence, severity, and economic 
losses in subtropical and tropical regions, especially in Mexico, are Rhizoctonia, 
Botryosphaeria, Bipolaris, and Fusarium (Rodríguez-Guadarrama et al., 2018; 
Villa-Rodriguez et al., 2021; Mondragón-Flores et al., 2021).

Plant disease management worldwide in traditional agriculture is mainly 
focused on the intensification of the applied pesticides. Where, the use of pesticides 
worldwide has increased by almost 100% from 1992 to 2016 (FAO, 2018), while 
in Mexico the increase has been 76% in the same period (Roser et al., 2019). 
However, only about 0.1% reaches the agricultural crop (Gill et al., 2014); thus, the 
remaining pesticide is lost, resulting in negative impacts including environmental 
degradation, destruction of non-target organisms, the contamination of soils and 
aquifers with recalcitrant residues, soil degradation, and salinization (Tudi et al., 
2021). The loss of biodiversity and chemical and microbial degradation in soil 
result in an increase in sensitivity and/or tolerance to potential external effects 
generating serious economic and environmental impacts (Chappell et al., 2019; 
Gálvez-Gamboa et al., 2018). Therefore, sustainable yield-focused strategies must 
be developed under an integral ecosystem approach to ensure the efficiency, quality, 
and yield of crops (Dietemann et al., 2024).

In this sense, biopesticides have been a topic of interest worldwide (Thakur 
et al., 2024). In Mexico, 6.2% of commercial pesticides used are of biological 
origin (biological control agents), among which the most frequently used 
biological control agents are Bacillus thuringiensis, Phaecilomyces fumoroseus 
and Bauveria bassiana (Pérez-Olvera et al., 2011). The genus Bacillus occupies 
85% of the commercially available bacterial biopesticides (Villarreal-Delgado et 
al., 2017). Biological control agents are beneficial organisms that help reduce the 
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harmful effects of plant pathogens. They achieve this through antagonistic actions 
using various mechanisms; such as mycoparasitism, production of lytic enzymes, 
induction of systemic response of the plant, and/or production of δ-endotoxins, 
siderophores, and lipopeptides among others (Valenzuela Ruiz et al., 2020).

In recent decades, the introduction of genomic, phylogenomic, and 
bioinformatics tools has contributed significantly to a better understanding of the 
interactions between microorganisms and plants (Sharma et al., 2020). The study 
of microbial species at the genetic level has not only allowed the identification 
of mechanisms and genes involved in root colonization, the adaptation of the 
host, and the improvement of plant growth (Sheppard et al., 2018; Youseif, 
2018) but also, it has allowed the realization of very important advances in the 
characterization and taxonomic affiliation of taxa associated with beneficial effects 
in crops (Jagadeesan et al., 2019).  Thus, the objective of this study is to explore 
the potential biological control action mechanisms of Bacillus paralicheniformis 
TRQ65 against phytopathogenic fungi of agricultural importance, through genome 
sequencing and mining. 

Materials and Methods

Microbial strains and culture conditions 

Bacillus paralicheniformis TRQ65 was isolated from the wheat (Triticum 
turgidum subsp. durum) rhizosphere in commercial fields of the Yaqui Valley, Mexico 
(27.3692°, 110.3886°). The strain is stored in the Colección de Microorganismos 
Edáficos y Endófitos Nativos (COLMENA) in Mexico (www.itson.edu.mx/
COLMENA) (de los Santos Villalobos et al., 2021). To prepare bacterial cultures, 
1 x 104 colony-forming units (CFU) of TRQ65 were inoculated into 10 mL of 
Nutrient Broth (NB). After 24 hours of incubation at 28 °C and 180 rpm, the 
suspension was centrifuged at 4000 rpm for 5 minutes. The bacterial pellet was 
then re-suspended in sterile distilled water (autoclaved at 121 °C and 15 psi for 15 
minutes) and adjusted to a concentration of 1 x 108 CFU/mL (Villa-Rodriguez et al., 
2021). The antagonistic activity of TRQ65 was tested against 11 phytopathogenic 
fungi: Fusarium brachygibbosum, Botryosphaeria rhodina, Penicillium expansum, 
Penicillium crustosum, Geotrichum candidum, and Cladosporium sp. (provided by 
the Michoacan University of San Nicolás de Hidalgo); Botrytis cinerea, Mucor 
rouxii, and Rhizoctonia solani (provided by the Ensenada Center for Scientific 
Research and Higher Education); and Neocosmospora solani and Bipolaris 
sorokiniana (from COLMENA). The fungi were grown on Potato Dextrose Agar 
(PDA) and incubated in light for 120 hours at 28°C. Spores were collected using 
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distilled water with 0.01% Tween 20 and adjusted to a concentration of 1 x 108 
spores/mL (Villa-Rodriguez et al., 2019).

In vitro dual confrontation assay of Bacillus paralicheniformis TRQ65 against 
phytopathogenic fungi 

A qualitative dual assay was carried out on Petri dishes containing Potato 
Dextrose Agar (PDA), where strain TRQ65 was tested against the fungal strains 
listed earlier. Each fungal strain was inoculated with 1 x 108 spores at the center 
of the Petri dish, while 1 x 108 CFU of TRQ65 was placed at equidistant points, 
2 cm away from the fungal inoculum (de los Santos Villalobos et al., 2012). The 
inhibition zones formed around the fungal pathogens were measured quantitatively 
over 7 days, with three replicates for each condition. Statistical analysis was 
performed using Statgraphics Plus version 5.1 software. Data were analyzed using 
one-way ANOVA and Tukey’s Range Test (HSD) (p ≥ 0.05), and the results are 
presented as the mean of the replicates or independent experiments.

Bacterial genome sequencing and mining 

Genomic DNA was isolated from a fresh culture of strain TRQ65, which 
was grown in Nutrient Broth (NB) at 28°C with shaking at 180 rpm for 24 
hours, reaching a concentration of 1 x 108 CFU/mL, as described by Valenzuela-
Aragon et al. (2019). The extracted DNA was then sequenced using the Illumina 
MiSeq platform (2 x 300 bp) at a 30x coverage depth, and the Next Generation 
Sequencing library preparation was carried out by using the TruSeq DNA Nano 
Kit for Illumina® Platforms, following the manufacturer’s specified protocols 
(LANGEBIO-CINVESTAV unidad Irapauto). The quality of the sequencing reads 
was evaluated using FastQC version 0.11.5 (Andrews, 2010). To remove adapter 
sequences and low-quality bases, Trimmomatic version 0.32 (Bolger et al., 2014) 
was applied. For de novo assembly, SPAdes version 3.10.1 (Bankevich et al., 2012) 
was used with the “--careful” option to minimize errors. The assembled contigs 
were arranged using Mauve Contig Mover version 2.4.0 (Darling et al., 2004). To 
detect plasmids within the genome, PLACNETw (https://castillo.dicom.unican.es/
upload/) (Vielva et al., 2017) was utilized. Genome annotation was performed using 
the RAST server version 2.0 (http://rast.nmpdr.org) (Aziz et al., 2008; Overbeek 
et al., 2013), employing the RASTtk pipeline with default settings. Contigs were 
scaffolded using MeDuSa, a multi-draft-based scaffolder (Bosi et al., 2015). Lastly, 
antiSMASH version 5.0 (https://antismash.secondarymetabolites.org) (Blin et al., 
2019) was used to identify potential biosynthetic gene clusters related to biocontrol 
activity in the genome of the studied bacterial strains. 
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Results and Discussion

In vitro dual assay of Bacillus paralicheniformis TRQ65 against phytopathogenic 
fungi 

Strain TRQ65 showed biocontrol activity against 45% of the studied 
phytopathogenic fungi (Fusarium brachygibbosum, Neocosmospora solani, 
Botryosphaeria rhodina, Botrytis cinerea, and Bipolaris sorokiniana) (Table 
1). Bacillus paralicheniformis TRQ65 inhibited the mycelial growth of Botrytis 
cinerea in 43.8% ± 9%. This biocontrol activity started on day 4 and decreased until 
day 7. Furthermore, Świątczak et al. (2023), reported Bacillus paralicheniformis 
as a biological control agent against Botrytis cinerea in canola plants with 13% 
on inhibition. Similarly, Asif et al. (2023), evidenced biological control of B. 
paralicheniformis against Elsinoe sp., Phytophthora capsica, Botrytis cinerea, 
Rhizoctonia solani, Coniellla sp., Thielaviopsis sp., and Phytophthora sojae 
attributing its phytopathogen inhibition mainly to fengycin and bacillibactin 
production. 

Table 1. Inhibition zone (percentage) of Bacillus paralicheniformis TRQ65 against agriculturally important fungal plant 
pathogens.

Phytopathogen Day
1

Day
2

Day
3

Day
4

Day
5

Day
6

Day
7

Fusarium
brachygibbosum ND ND ND 13% ± 0% 16% ± 1% ND ND

Neocosmospora 
solani 22% ± 3% 17% ± 1% 19% ± 5% 7.6% ± 3% ND ND ND

Botryosphaeria
rhodina ND ND 7% ± 1% ND ND ND ND

Botrytis 
cinerea ND ND ND ND 43.8% ± 9% 34% ± 5% 31% ± 5%

Bipolaris
sorikionania ND ND ND 14% ± 3% 11% ± 2% 8% ± 0% ND

Tukey HSD test (n=3, p ≥ 0.05). The variations correspond to the standard deviation. ND = Not detected. 

On the other hand, the biocontrol of B. paralicheniformis TRQ65 against 
Fusarium brachygibbosum, Neocosmospora solani, Botryosphaeria rhodina, and 
Bipolaris sorokiniana showed variable results, where this activity started being 
quantifiable on day four, one, three, and four, respectively, and disappear on day 
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five, four, three, and six, respectively (Table 1). In this sense, De la Lastra et al. 
(2021), reported B. paralicheniformis ability to inhibit the fungal radial growth 
of the pathogenic Fusarium isolates, reaching from 73 to 84% inhibition. This 
biocontrol activity may be associated with diffusible metabolites biosynthesized 
by strain TRQ65 (Kulimushi et al., 2017; Cawoy et al., 2015), where its inhibition 
success is highly dependent on the interacting fungal species (Andrić et al., 2020; 
Beauvais and Latgé 2018). However, research has shown that phytopathogens 
exhibit remarkable adaptability to antimicrobial metabolites produced by biological 
control agents, despite initial growth inhibition (Bonaterra et al., 2022). Initially, 
these phytopathogens may be susceptible to antibiosis or competitive exclusion by 
biocontrol agents (Khan et al., 2018), then they exert sophisticated mechanisms to 
counteract the initial inhibitory effects of biological control agents, including the 
synthesis of degradative enzymes capable of catabolizing or modifying inhibitory 
compounds, the upregulation of efflux pump systems to extrude toxic metabolites, 
and alterations in target site morphology or biochemistry to reduce susceptibility 
(Köhl et al., 2019). For instance, some Fusarium species have demonstrated the 
ability to produce detoxifying enzymes that neutralize antifungal metabolites 
produced by biological control agents (Costa Almeida et al., 2022). Thus, the 
efficacy of biological control can be compromised over time due to various factors, 
including environmental fluctuations, depletion of inhibitory compounds, complex 
microbial interactions within the rhizosphere, and the development of resistance 
by phytopathogens (Lal et al., 2020). The dynamic nature of these interactions 
emphasizes the importance of unraveling the molecular mechanisms behind 
pathogen adaptation to explain the observed loss of efficacy (Barber et al., 2024).
 
Bacterial genome analysis 

During the last decades, biological control bacteria from the genus Bacillus with 
protective activities toward economically important plant pathogens have been 
highlighted (Finkel et al., 2017; Fira et al., 2018; Köhl et al., 2019). Thus, several 
studies have been carried out to explore their potential action modes. In this sense, 
the genome of B. paralicheniformis TRQ65 was sequenced and mined to identify 
promising biosynthetic gene clusters associated with its biocontrol activity. 

After sequencing, the genome of B. paralicheniformis TRQ65 showed 5,079,308 
total reads [2×300 base pairs (bp)]. In the quality analysis and adapter remotion, 
only 8.42% was dropped. After de novo assembly, a draft genome of strain TRQ65 
consisted of 4,475,481 bp; 45.5% G+C content; 676,421 bp N50; 3 L50; and 32 
contigs (>200 bp). The ordered and scaffolding generated 25 scaffolds. In addition, 
no plasmids were observed, to our understanding, the presence of plasmids has not 
been reported for this species (Vielva et al., 2017). 
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The RAST server’s genome annotation of B. paralicheniformis TRQ65 showed 
91 RNAs, and 4809 predicted coding DNA sequences (CDS) distributed into 340 
subsystems. The most abundant subsystem was amino acids and derivatives (341 
CDS), followed by carbohydrates (338 CDS), protein metabolism (198 CDS), 
cofactors, vitamins, prosthetic groups, and pigments (147 genes), nucleosides and 
nucleotides (101), and dormancy and sporulation (96) (Figure 1). Furthermore, 
relating to biocontrol secondary metabolism (9 CDS) were identified including the 
production of auxin biosynthesis (4 CDS). A previous study carried out by Rojas 
Padilla et al. (2020), signaled that strain TRQ65 can produce indole acetic acid by 
39.29 ± 0.30 ppm, and solubilize phosphate by 1.37 ± 0.05 %. In addition, iron 
acquisition and metabolism (44 CDS), including the production of siderophores (33 
CDS) as bacillibactin, was detected in the genome of B. paralicheniformis TRQ65. 

Figure 1. Subsystem category distribution of coding DNA sequences (CDS) in the B. paralicheniformis TRQ65 genome, following 
the RAST pipeline.

Fira et al. (2018) state that bacteria belonging to the genus Bacillus are well-
known as producers of a wide array of antagonistic compounds of different 
structures, among the most important are non-ribosomally synthesized peptides 
and lipopeptides. To explore potential biosynthetic gene clusters associated with 
biocontrol activity, the genome of B. paralicheniformis TRQ65 was mined by 
antiSMASH (https://antismash.secondarymetabolites.org) (Blin et al., 2019). In the 
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genome of strain TRQ65, gene clusters associated with biocontrol were detected: 
i) lichenysin (100% identity), an anionic lipopeptide biosurfactant with cytotoxic, 
antimicrobial, and hemolytic activities (Coronel et al., 2017); ii) bacitracin (88% 
identity), cyclic lipopeptide antibiotic that is active against Gram-positive and some 
Gram-negative bacteria by inhibiting bacterial cell-wall biosynthesis (Liu et al., 
2018); iii) fengycin (93% identity), a lipopeptide with fungi-toxic activity against 
filamentous fungi, which interact with lipid layers and alter the structure of the 
cell membrane and permeability (Li et al., 2019); iv) the siderophore bacillibactin 
(100% identity) a cyclic compound that contains catecholate groups, which have 
a high affinity for iron (Fe3+), in which it makes a non-suitable environment for 
phytopathogen colonization as it competes for iron (Félix-Pablos et al., 2022); and 
v) amyloliquecidin (93% identity) an antimicrobial peptide against Gram-positive 
bacteria. (Gerst et al., 2022). Based on the action modes of the biosynthetic gene 
clusters mentioned before, only lichenysin, fengycin and bacillibactin (Figure 2) 
have shown antifungal activities. Thus, we inferred that these three compounds 
could be involved in the biocontrol of the studied phytopathogenic fungi, these 
molecules are now being strongly studied by our team. 

Figure 2. A) Bacillibactin structure (National Center for Biotechnology Information, 2024). Bacillibactin is built 
around a trilactone core formed by the cyclization of three molecules of 2,3-dihydroxybenzoic acid 
(DHB) linked to a central scaffold of threonine residues. The trilactone ring is formed through ester 
bonds between the hydroxyl groups of the threonine and the carboxyl groups of DHB. Each DHB 
moiety in bacillibactin contains catechol (2,3-dihydroxybenzoate) functional groups. These catechol 
groups are responsible for the high-affinity binding of Fe³⁺. B) Lichenysin structure (National Center 
for Biotechnology Information, 2024). Lichenysin contains a cyclic peptide ring consisting of 13 amino 
acid residues. Attached to the cyclic peptide core is a lipid tail, typically a β-hydroxy fatty acid chain. 
The peptide chain forms a cyclic structure through an amide bond between the carboxyl group of one 
amino acid and the amine group of another, creating a stable ring structure. C) Fengycin structure 
(National Center for Biotechnology Information, 2024). Fengycin consists of a decapeptide forming a 
cyclic structure through a lactone linkage. Attached to the peptide ring is a β-hydroxy fatty acid, which 
can vary in length, usually between 14 and 18 carbon atoms. The exact sequence of amino acids can 
vary slightly depending on the specific isoform of fengycin.
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Furthermore, bacillibactin is a high-affinity siderophore with a trilactone core 
composed of 2,3-dihydroxybenzoic acid (DHB) units linked to threonine residues, 
where catechol groups chelate Fe³⁺ ions with high specificity, forming stable 
complexes that support essential metabolic processes under iron-limited conditions 
(Khan et al., 2016; Dimopoulou et al., 2021; Timofeeva et al., 2022). Lichenysin, 
an amphiphilic lipopeptide surfactant with a cyclic peptide ring and hydrophobic 
fatty acid chain, exhibits stability under extreme conditions and has demonstrated 
inhibition of fungal pathogens such as Fusarium oxysporum, Alternaria alternata, 
Aspergillus fumigatus, Aspergillus niger, and Neocosmospora keratoplastica 
(Gudiña and Teixeira, 2022; Yeak et al., 2022; Olmedo et al., 2022; Armenova 
et al., 2024). Fengycins, particularly fengycin A and B, are lipodecapeptides with 
antifungal activity against filamentous fungi, disrupting fungal cell membranes, 
perturbing mycelial growth, and inducing systemic resistance in plants. Studies 
have demonstrated their effectiveness against Botrytis cinerea, Pythium ultimum, 
and Monilinia fructicola, showcasing their ability to suppress spore germination 
and cause fungal cytoplasm leakage (Vanittanakom et al., 1986; Koumoutsi et al., 
2004; Deleu et al., 2005; Ongena et al., 2005; Liu et al., 2011; Geissler et al., 
2019; Andrić et al., 2020). This study provides the first insight into the potential 
biological control mechanism used by Bacillus paralicheniformis TRQ65 as a 
biological control agent; however, this study’s results indicate moderate biological 
control against the studied fungi. Thus, further research is necessary to explore the 
biological control ability, identified through genomic mining to complement the 
confrontation analysis results of low inhibition.

 
Conclusions 

Bacillus paralicheniformis TRQ65 is a biological control agent that inhibits 
the mycelial growth of Fusarium brachygibbosum, Neocosmospora solani, 
Botryosphaeria rhodina, and Bipolaris sorokiniana. Based on genome mining, 
this bioactivity could be related to the biosynthesis of lichenysin, fengycin, and/or 
bacillibactin. Thus, further studies are currently being conducted by our research 
team to improve the ability of B. paralicheniformis TRQ65 and validate its use as an 
active ingredient in bacterial inoculants to migrate toward sustainable agriculture.

Acknowledgments

The authors would like to thank the funds granted by the Technological Institute of Sonora 

(PROFAPI_2024_0001), as well as the members of the Biotechnology Laboratory of the Microbial 

Resource (www.itson.mx/LBRM).



Mexican Journal of Phytopathology. Scientific Article. Open access

10Valenzuel-Ruiz et al.,  2024. Vol. 42(4): 44.

Literature Cited

Andrews S. 2010. FastQC: a quality control tool for high throughput sequence data. Obtenido de http://www.bioinformatics.
babraham.ac.uk/projects/fastqc.  (Consulta, Septiembre 2024)

Andrić S, Meyer T, Ongena M. 2020. Bacillus Responses to Plant-Associated Fungal and Bacterial Communities. Frontiers in 
Microbiology 11. https://doi.org/10.3389/fmicb.2020.01350. 

Arguelles-Arias A, Ongena M, Halimi B, Lara Y, Brans A, Joris B, Fickers P. 2009. Bacillus amyloliquefaciens GA1 as a source of 
potent antibiotics and other secondary metabolites for biocontrol of plant pathogens. Microbial cell factories 8: 1-12. https://doi.
org/10.1186/1475-2859-8-63. 

Armenova N, Petrova P, Gerginova M, Krumova E,  Kaynarov D, Velkova L, Dolashka P, Petrov K. 2024. Bacillus velezensis R22 
inhibits the growth of multiple fungal phytopathogens by producing surfactin and four fengycin homologues, Biotechnology & 
Biotechnological Equipment 38(1): 2313072. https://doi.org/10.1080/13102818.2024.2313072. 

Asif M, Li-Qun Z, Zeng Q, Atiq M, Ahmad K, Tariq A, et al. 2023. Comprehensive genomic analysis of Bacillus paralicheniformis 
strain BP9, pan-genomic and genetic basis of biocontrol mechanism. Computational and Structural Biotechnology Journal 21: 
4647-4662. https://doi.org/10.1016/j.csbj.2023.09.043. 

Aziz RK, Bartels D, Best AA, DeJongh M, Disz T, Edwards RA. et al. 2008. The RAST Server: Rapid annotations using subsystems 
technology. BMC Genomics 9. https://doi.org/10.1186/1471-2164-9-75. 

Barber MF, Fitzgerald JR. 2024. Mechanisms of host adaptation by bacterial pathogens, FEMS Microbiology Reviews 48(4) 
fuae019, https://doi.org/10.1093/femsre/fuae019. 

Bankevich A, Nurk S, Antipov D et al., 2012. SPAdes: a new genome assembly algorithm and its applications to single-cell 
sequencing. J Comput Biol 19:455–477. https://doi.org/10.1089/cmb.2012.0021.  

Beauvais A, Latgé J-P. 2018. Special Issue: Fungal Cell Wall. Journal of Fungi 4(3): 91. https://doi.org/10.3390/jof4030091.  
Blin K, Shaw S, Steinke K, Villebro R, Ziemert N, Yup Lee S, Medema MH, Weber T. 2019. antiSMASH 5.0: updates to the 

secondary metabolite genome mining pipeline. Nucleic Acids Research 47(W1): W81–W87. https://doi.org/10.1093/nar/
gkz310. 

Bolger AM, Lohse M, Usadel B. 2014. Trimmomatic: a flexible trimmer for Illumina sequence data. Bioinformatics 30:2114–2120. 
https://doi.org/10.1093/bioinformatics/btu170.  

Bonaterra A, Badosa E, Daranas N, Francés J, Roselló G, Montesinos E. 2022. Bacteria as Biological Control Agents of Plant 
Diseases. Microorganisms 10: 1759. https://doi.org/10.3390/microorganisms10091759

Bosi E, Donati B, Galardini M, Brunetti S, Sagot MF, Lió P, Crescenzi P, Fani R, Fondi M. 2015. MeDuSa: a multi-draft based 
scaffolder. Bioinformatics 31(15): 2443-2451. https://doi.org/10.1093/bioinformatics/btv171. 

Cawoy H, Debois D, Franzil L, De Pauw E, Thonart P, Ongena M. 2015. Lipopeptides as main ingredients for inhibition of fungal 
phytopathogens by Bacillus subtilis/amyloliquefaciens: lipopeptides as inhibitors of phytopathogens. Microb Biotechnol 8:281–
295. https://doi.org/10.1111/1751-7915.12238.  

Chappell TM, Magarey RD, Kurtz R, Trexler CM, Pallipparambil GR, Hain EF. 2019. Perspective: Service-based business models 
to incentivize the efficient use of pesticides in crop protection. Pest Management Science. 75(11): 2865-2872. https://doi.
org/10.1002/ps.5523.  

Coronel JR, Marqués A, Manresa Á, Aranda FJ, Teruel JA, Ortiz A. 2017. Interaction of the Lipopeptide Biosurfactant Lichenysin 
with Phosphatidylcholine Model Membranes. Langmuir, 33(38):9997–10005. https://doi.org/10.1021/acs.langmuir.7b01827. 

Costa Almeida OA, Silva Dias BH, Freitas A, Coerini LF, Ryu M, Oliveira C. 2022. The power of the smallest: The inhibitory 
activity of microbial volatile organic compounds against phytopathogens. Frontiers in Microbiology :13. https://doi.org/10.3389/
fmicb.2022.951130 

Darling AC, Mau B, Blattner FR, Perna NT. 2004. Mauve: multiple alignment of conserved genomic sequence with rearrangements. 
Genome Res 14(7):1394-1403. https://doi.org/10.1101/gr.2289704. 

De la Lastra E, Camacho M, Capote N. 2021. Soil bacteria as potential biological control agents of Fusarium species associated with 
asparagus decline syndrome. Applied Sciences 11(18): 8356. https://doi.org/10.3390/app11188356. 



Mexican Journal of Phytopathology. Scientific Article. Open access

11Valenzuel-Ruiz et al.,  2024. Vol. 42(4): 44.

de los Santos-Villalobos S, Barrera-Galicia GC, Miranda-Salcedo MA, PeñaCabriales JJ. 2012. Burkholderia cepacia XXVI 
siderophore with biocontrol capacity against Colletotrichum gloeosporioides. World J Microbiol Biotechnol 28: 2615–2623. 
https://doi.org/10.1007/s11274-012-1071-9. 

de los Santos-Villalobos S, Díaz-Rodríguez AM, Ávila-Mascareño MF, Martínez-Vidales AD, Parra-Cota FI. 2021. COLMENA: A 
culture collection of native microorganisms for harnessing the agro-biotechnological potential in soils and contributing to food 
security. Diversity 13(8), 337. https://doi.org/10.3390/d13080337. 

de los Santos-Villalobos S, Parra-Cota FI, Herrera-Sepúlveda A, Valenzuela-Aragón B, Estrada-Mora JC. 2018. Colección de 
Microorganismos Edáficos y Endófitos Nativos Para Contribuir a La Seguridad Alimentaria Nacional Introducción. Revista 
Mexicana de Ciencias Agrícolas 9 (1): 191–202. https://dx.doi.org/10.29312/remexca.v9i1.858. 

Deleu M, Paquot M, Nylander T. 2005. Fengycin interaction with lipid monolayers at the air–aqueous interface—implications for the 
effect of fengycin on biological membranes. Journal of colloid and interface science 283(2): 358-365. https://doi.org/10.1016/j.
jcis.2004.09.036.  

Dietemann L, Kemper L, Kanner E, Huber B. 2024. Cultivating change with agroecology and organic agriculture in the tropics: 
Bridging science and policy for sustainable production systems. https://www.fibl.org/en/shop-en/2000-tropics-policy-dossier. 
(consultado Junio 2024).

Dimopoulou A, Theologidis I, Benaki D, Koukounia M, Zervakou A, Tzima A, et al.,  2021. Direct antibiotic activity of bacillibactin 
broadens the biocontrol range of Bacillus amyloliquefaciens MBI600. Msphere 6(4): 10-1128.  https://doi.org/10.1128/
msphere.00376-21. 

Félix-Pablos CM, Parra-Cota FI, Santoyo G, del Carmen Orozco-Mosqueda M, de Los Santos-Villalobos S. 2022. Draft genome 
sequence of Bacillus sp. strain FSQ1, a biological control agent against white mold in common bean (Phaseolus vulgaris L.). 
Current Research in Microbial Sciences 3: 100138. https://doi.org/10.1016/j.crmicr.2022.100138. 

Finkel OM, Castrillo G, Herrera Paredes S, Salas González I, Dangl JL. 2017. Understanding and exploiting plant beneficial 
microbes. Curr Opin Plant Biol 38: 155–163. https://doi.org/10.1016/j.pbi.2017.04.018. 

Fira D, Dimkic I, Beríc T, Lozo J, Stankovíc S. 2018. Biological control of plant pathogens by Bacillus species. J Biotechnol 285: 
44–55. https://doi.org/10.1016/j.jbiotec.2018.07.044. 

Food and Agriculture Organization (FAO). 2016. Technologies and practices for small agricultural producers (TECA). Food and 
Agriculture Organization. (Consulta, Septiembre 2020) http://teca.fao.org/read/8629. 

Food and Agriculture Organization (FAO). 2018. FAOSTAT. Pesticides. Food and Agriculture Organization of the United Nations 
(FAO) http://www.fao.org/faostat/en/#data/EP/visualize. (Consulta, Septiembre 2024).

Gálvez Gamboa GT, Sánchez Servín MR, Parra Cota F, García Pereyra J, Aviña Martínez GN, de los Santos Villalobos S. 
2018. Pesticides in Mexican Agriculture and promissory alternatives for their replacement. Biológico Agropecuaria Tuxpan 
7(11):1977-1991.

Geissler M, Heravi KM, Henkel M, Hausmann R. 2019. Lipopeptide biosurfactants from Bacillus species. In Biobased surfactants 
(pp. 205-240). AOCS Press. https://doi.org/10.1016/B978-0-12-812705-6.00006-X. 

Gerst MM, Somogyi Á, Yang X, Yousef AE. 2022. Detection and characterization of a rare two‐component lantibiotic, 
amyloliquecidin GF610 produced by Bacillus velezensis, using a combination of culture, molecular and bioinformatic analyses. 
Journal of Applied Microbiology 132(2): 994-1007. https://doi.org/10.1111/jam.15290. 

Gill HK, Garg H. 2014. Pesticides: environmental impacts and management strategies. In Pesticides-toxic aspects 8(187):10-5772. 
https://doi.org/10.5772/57399.

Gudiña EJ, Teixeira JA. 2022. Bacillus licheniformis: the unexplored alternative for the anaerobic production of lipopeptide 
biosurfactants? Biotechnology Advances 60:108013. https://doi.org/10.1016/j.biotechadv.2022.108013. 

Gupta PK, Chand R, Vasistha NK, Pandey SP, Kumar U, Mishra VK, Joshi AK. 2018. Spot blotch disease of wheat: the current 
status of research on genetics and breeding. Plant pathology 67(3), 508-531. https://doi.org/10.1111/ppa.1278. 

Jagadeesan B, Gerner-Smidt P, Allard M. W, Leuillet S, Winkler A, Xiao Y, et al., 2019. The Use of Next Generation Sequencing 
for Improving Food Safety: Translation into practice. Food Microbiology 79:96–115. https://doi.org/10.1016/j.fm.2018.11.005.  

Khan A, Doshi HV, Thakur MC. 2016. Bacillus spp.: A Prolific Siderophore Producer. In: Islam M, Rahman M, Pandey P, Jha C, 
Aeron A. (eds) Bacilli and Agrobiotechnology. Springer, Cham. https://doi.org/10.1007/978-3-319-44409-3_13. 



Mexican Journal of Phytopathology. Scientific Article. Open access

12Valenzuel-Ruiz et al.,  2024. Vol. 42(4): 44.

Köhl J, Kolnaar R, Ravensberg WJ. 2019. Mode of action of microbial biological control agents against plant diseases: relevance 
beyond efficacy. Front Plant Sci 10:1–19. https://doi.org/10.3389/fpls.2019.00845.  

Köhl J, Kolnaar R, Ravensberg WJ. 2019. Mode of action of microbial biological control agents against plant diseases: relevance 
beyond efficacy. Frontiers in plant science 10: 845. https://doi.org/10.3389/fpls.2019.00845 Koumoutsi A, Chen XH, Henne 
A, Liesegang H, Hitzeroth G, Franke P, et al., 2004. Structural and functional characterization of gene clusters directing 
nonribosomal synthesis of bioactive cyclic lipopeptides in Bacillus amyloliquefaciens strain FZB42. Journal of bacteriology 
186(4):1084-1096. https://doi.org/10.1128/jb.186.4.1084-1096.2004.  

Kulimushi PZ, Arias AA, Franzil L, Steels S, Ongena M. 2017. Stimulation of fengycin-type antifungal lipopeptides in Bacillus 
amyloliquefaciens in the presence of the maize fungal pathogen Rhizomucor variabilis. Front Microbiol 8:850. https://doi.
org/10.3389/fmicb.2017.00850.    

Lal NK, Thanasuwat B, Huang PJ, Cavanaugh KA, Carter A, Michelmore RW, Dinesh-Kumar SP. 2020. Phytopathogen effectors 
use multiple mechanisms to manipulate plant autophagy. Cell host & microbe 28(4): 558-571. https://doi.org/10.1016/j.
chom.2020.07.010 

Lalitha S, Nithyapriya S. 2021. Production of bacillibactin siderophore from soil bacteria, Bacillus subtilis: a bioinoculant enhances 
plant growth in Arachis hypogaea L. through elevated uptake of nutrients. In International Seminar on Promoting Local 
Resources for Sustainable Agriculture and Development (ISPLRSAD 2020) (pp. 71-82). Atlantis Press. https://doi.org/10.2991/
absr.k.210609.013. 

Li H, Han X, Zhang J, Dong Y, Xu S, Bao Y, et al., 2019. An effective strategy for identification of highly unstable bacillaenes. 
Journal of natural products 82(12): 3340-3346. https://doi.org/10.1021/acs.jnatprod.9b00609.  

Liu J, Zhou T, He D, Li XZ, Wu H, Liu W, Gao X. 2011. Functions of lipopeptides bacillomycin D and fengycin in antagonism of 
Bacillus amyloliquefaciens C06 towards Monilinia fructicola. Journal of Molecular Microbiology and Biotechnology 20(1): 
43-52. https://doi.org/10.1159/000323501.   

Liu Z, Yu W, Nomura CT, Li J, Chen S, Yang Y, Wang Q. 2018. Increased flux through the TCA cycle enhances bacitracin production 
by Bacillus licheniformis DW2. Applied microbiology and biotechnology 102:6935-6946. https://doi.org/10.1007/s00253-018-
9133-z.  

Lowry GV, Avellan A, Gilbertson LM. 2019. Opportunities and challenges for nanotechnology in the agri-tech revolution. Nature 
Nanotechnology 14(6): 517–522. https://doi.org/10.1038/s41565-019-0461-7. 

Mehta CM, Palni U, Franke-Whittle IH, Sharma AK. 2014. Compost: its role, mechanism and impact on reducing soil-borne plant 
diseases. Waste management 34(3): 607-622. http://dx.doi.org/10.1016/j.wasman.2013.11.012.  

Mondragón-Flores A, Rodríguez-Alvarado G, Gómez-Dorantes N, Guerra-Santos JJ, Fernández-Pavía SP. 2021. Botryosphaeriaceae: 
una familia de hongos, compleja, diversa y cosmopolita. Revista mexicana de ciencias agrícolas 12(4), 643-654. https://doi.
org/10.29312/remexca.v12i4.2620. 

National Center for Biotechnology Information 2024. PubChem Compound Summary for CID 139590560, Bacillibactin B. https://
pubchem.ncbi.nlm.nih.gov/compound/Bacillibactin-B. (Consulta, June 2024).

National Center for Biotechnology Information. 2024. PubChem Compound Summary for CID 85063181, Lichenysin-G4. https://
pubchem.ncbi.nlm.nih.gov/compound/Lichenysin-G4. (Consulta, June 2024).

National Center for Biotechnology Information (2024). PubChem Compound Summary for CID 85063181, Lichenysin-G4. https://
pubchem.ncbi.nlm.nih.gov/compound/Lichenysin-G4. (Consulta, June 2024).

Olmedo C, Koch A, Sarmiento B, Izquierdo A. 2022. Antifungal potential of biosurfactants produced by strains of Bacillus 
spp. (Bacillales: Bacillaceae) selected by molecular screening. Revista de Biología Tropical 70(1):636-646. http://dx.doi.
org/10.15517/rev.biol.trop.2022.49716. 

Ongena M, Jacques P, Touré Y, Destain J, Jabrane A, Thonart P. 2005. Involvement of fengycin-type lipopeptides in the multifaceted 
biocontrol potential of Bacillus subtilis. Applied microbiology and biotechnology 69: 29-38. https://doi.org/10.1007/s00253-
005-1940-3.  

Overbeek R, Olson R, Pusch GD, Olsen GJ, Davis JJ, Disz T, et al., 2013. The SEED and the Rapid Annotation of microbial 
genomes using Subsystems Technology (RAST). Nucleic Acids Res 42: D206–D214. https://doi.org/10.1093/nar/gkt1226.      



Mexican Journal of Phytopathology. Scientific Article. Open access

13Valenzuel-Ruiz et al.,  2024. Vol. 42(4): 44.

Pellegrini P, Fernández RJ. 2018. Crop intensification, land use, and on-farm energy-use efficiency during the worldwide spread 
of the green revolution. Proceedings of the National Academy of Sciences 115(10): 2335–2340. https://doi.org/10.1073/
pnas.1717072115. 

Pérez-Olvera MA, Navarro-Garza HY, Miranda-Cruz E. 2011. Use of pesticides for vegetable crops in Mexico. In: Stoytcheva, M. 
(Ed.), In: Pesticides in the Modern World-Pesticides Use and Management. In Tech, Rijeka, Croacia, pp. 97118. 

Rodríguez-Guadarrama AH, Guevara-González RG, de Jesús RGS, Feregrino-Pérez AA. 2018. Antifungal activity of Mexican 
endemic plants on agricultural phytopathogens: a review. In 2018 XIV International Engineering Congress (CONIIN) (pp. 
1-11). IEEE.

Rojas Padilla J, Chaparro Encinas LA, Robles Montoya RI, de los Santos Villalobos S. 2020. Growth promotion on wheat (Triticum 
turgidum L. subsp. durum) by co-inoculation of native Bacillus strains isolated from the Yaqui Valley, Mexico. Nova scientia 
12(24). https://doi.org/10.21640/ns.v12i24.2136.   

Roser M. 2019. Pesticides. Published online at OurWorldInData.org. from: https://ourworldindata.org/pesticides. (Consultado Junio 
2024). 

Samel SA, Wagner B, Marahiel MA, Essen LO. 2006. The thioesterase domain of the fengycin biosynthesis cluster: a structural 
base for the macrocyclization of a non-ribosomal lipopeptide. Journal of molecular biology 359(4): 876-889. https://doi.
org/10.1016/j.jmb.2006.03.062. 

Sharma M, Sudheer S, Usmani Z, Rani R, Gupta P. 2020. Deciphering the omics of plant-microbe interaction: Perspectives and new 
insights. Current Genomics 21(5): 343-362. https://doi.org/10.2174/1389202921999200515140420. 

Sheppard SK, Guttman DS, Fitzgerald JR. 2018. Population genomics of bacterial host adaptation. Nature Reviews Genetic 
19(9):549–565. https://doi.org/10.1038/s41576-018-0032-z. 

Shleeva MO, Kondratieva DA, Kaprelyants AS. 2023. Bacillus licheniformis: a producer of antimicrobial substances, including 
Antimycobacterials, which are feasible for medical applications. Pharmaceutics 15(7):1893. https://doi.org/10.3390/
pharmaceutics15071893. 

Świątczak J, Kalwasińska A, Felföldi T, Swiontek Brzezinska M. 2023. Bacillus paralicheniformis 2R5 and its impact on canola 
growth and N-cycle genes in the rhizosphere. FEMS Microbiology Ecology 99(9): fiad093. https://doi.org/10.1093/femsec/
fiad093. 

Thakur N, Kaur S, Tomar P, Thakur S, Yadav AN. 2020. Microbial biopesticides: current status and advancement for sustainable 
agriculture and environment. In New and future developments in microbial biotechnology and bioengineering (pp. 243-282). 
Elsevier. https://doi.org/10.1016/B978-0-12-820526-6.00016-6. 

Timofeeva AM, Galyamova MR, Sedykh SE. 2022. Bacterial siderophores: Classification, biosynthesis, perspectives of use in 
agriculture. Plants 11(22): 3065. https://doi.org/10.3390/plants11223065. 

Tudi M, Daniel Ruan H, Wang L, Lyu J, Sadler R, Connell D, et al. 2021. Agriculture development, pesticide application and 
its impact on the environment. International journal of environmental research and public health 18(3):1112. https://doi.
org/10.3390/ijerph18031112. 

Valenzuela-Aragon B, Parra-Cota FI, Santoyo G, Arellano-Wattenbarger GL, de los Santos-Villalobos S. 2019. Plant-assisted 
selection: a promising alternative for in vivo identification of wheat (Triticum turgidum L. subsp. Durum) growth promoting 
bacteria. Plant and Soil, 435(1-2):367–384. https://doi.org/10.1007/s11104-018-03901-1 

Valenzuela-Ruiz V, Gálvez Gamboa GT, Villa Rodríguez ED, Parra-Cota FI, Santoyo G, de los Santos-Villalobos S. 2020. 
Lipopeptides produced by biological control agents of the genus Bacillus: a review of analytical tools used for their study. 
REMEXCA 11(2):419-432. https://doi.org/10.29312/remexca.v11i2.2191. 

Vanittanakom N, Loeffler W, Koch U, Jung G. 1986. Fengycin-a novel antifungal lipopeptide antibiotic produced by Bacillus 
subtilis F-29-3. The Journal of antibiotics, 39(7), 888-901.

Vielva L, de Toro M, Lanza VF, de la Cruz F. 2017. PLACNETw: a web-based tool for plasmid reconstruction from bacterial 
genomes. Bioinformatics 33(23): 3796–3798. https://doi.org/10.1093/bioinformatics/btx462. 

Villa-Rodriguez E, Moreno-Ulloa A, Castro-Longoria E, Parra-Cota FI, de los Santos-Villalobos S. 2021. Integrated omics 
approaches for deciphering antifungal metabolites produced by a novel Bacillus species, B. cabrialesii TE3T, against the spot 



Mexican Journal of Phytopathology. Scientific Article. Open access

14Valenzuel-Ruiz et al.,  2024. Vol. 42(4): 44.

blotch disease of wheat (Triticum turgidum L. subsp. durum). Microbiological Research 251, 126826. https://doi.org/10.1016/j.
micres.2021.126826. 

Villarreal-Delgado MF, Villa-Rodríguez ED, Cira-Chávez LA, Estrada-Alvarado MI, Parra-Cota FI, de los Santos-Villalobos S. 
2018. El género Bacillus como agente de control biológico y sus implicaciones en la bioseguridad agrícola. Revista mexicana 
de fitopatología 36(1), 95-130. https://doi.org/10.18781/r.mex.fit.1706-5.  

Yeak KYC, Perko M, Staring G, Fernandez-Ciruelos BM, Wells JM, Abee T and Wells-Bennik MHJ. 2022. Lichenysin Production 
by Bacillus licheniformis Food Isolates and Toxicity to Human Cells. Front Microbiol 13:831033. https://doi.org/10.3389/
fmicb.2022.831033. 

Youseif SH. 2018. Genetic diversity of plant growth promoting rhizobacteria and their effects on the growth of maize plants under 
greenhouse conditions. Annals of Agricultural Sciences 63(1): 25–35. https://doi.org/10.1016/j.aoas.2018.04.002


