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ABSTRACT
Objective: To evaluate the effect of the bacterial consortium Enterobacter sp. LCMG, Rhizobium sp. WFRFC, 
and Stenotrophomonas sp. LIMN on three different agronomic management practices in maize (Zea mays L.) 
cultivation, with the question: Does the consortium of bacterial strains have a positive influence on maize 
production under different cultivation practices in the Ciénega region, Jalisco?
Design/methodology/approach: Treatments evaluated were TM100% traditional managementbacterial 
consortium (BC), TMAM50% traditional management50% agroecological managementBC, and 
AM100% agroecological managementBC. A randomized complete block design was established, and 
agronomic and yield variables were evaluated.
Results: The MTMA treatment generated a 6.03% increase in grain yield; generated a 10.35% increase in 
ear height, a 4.87% decrease in plant height, and a 50% decrease in the consumption of synthetic products.
Limitations on study/implications: The agronomic management was carried out according to the practices 
of the region’s farmers.
Findings/conclusions: The bacterial consortium Enterobacter sp. LCMG, Rhizobium sp. WFRFC, and 
Stenotrophomonas sp. LIMN had a positive effect on maize cultivation for grain production, particularly when 
combined with agronomic management consisting of 50% traditional management50% agroecological 
management. The bacterial consortium could be used as a bio-stimulant in maize production in the Ciénega 
region, Jalisco.
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INTRODUCTION
 Maize (Zea mays L.) is one of the most nutritionally important cereals and, along with 
wheat and rice, is among the most widely cultivated and harvested crops worldwide (García 
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& Laval, 2019). Due to the domestication process and genetic improvement of maize, there 
is a need to use significant amounts of fertilizers to achieve acceptable yields (Martín & 
Ribera, 2015). Fertilization, particularly the application of mineral nitrogen to the crop, 
represents the highest cost in the production process (Zhao et al., 2017). However, the 
irrational use of this input negatively impacts the agroecosystem (Baez-Rogelio et al., 2017) 
and even human health (Vejan, 2016). Therefore, authors such as Armenta-Bojórquez et 
al. (2010) recommend optimizing the doses of nitrogen-based fertilizers without negatively 
affecting plant growth. Aguirre et al. (2009) suggest that an alternative to avoid the excessive 
use of nitrogen fertilizers in maize is the inoculation of seeds with plant growth-promoting 
bacterial strains (PGPB).
 The production and application of inoculants formulated with various microbial 
species is a well-known practice in agriculture, though it is uncommonly used. Currently, 
within the framework of sustainability, the search for new microorganisms with diverse 
plant growth-promoting properties is an emerging research field, as these organisms can 
partially replace the use of pesticides and chemical fertilizers (Wang et al., 2020). Many of 
these microorganisms originate from the rhizosphere, a zone of interaction between plant 
roots and soil, where plant roots exert influence through their exudates, and which harbors 
the highest population and diversity of microorganisms ( Jacoby et al., 2017). Furthermore, 
those microorganisms capable of enhancing crop development and yield through direct 
and indirect mechanisms are known as plant growth-promoting microorganisms (PGPM); 
direct mechanisms improve the nutritional status of the plant by increasing the exploration 
volume and functionality of roots, water uptake, nutrient availability and absorption, 
and the overall physiology of the plant (Kumar et al., 2015). On the other hand, indirect 
mechanisms involve protection against stress caused by abiotic and biotic factors, including 
biological control against phytopathogens (Saraf et al., 2014).
 The application of microorganisms contributes to the ecological and sustainable 
management of agro-ecosystems. These microorganisms interact beneficially with the 
resident soil microbiota and enhance its adaptability to local climatic and agroecological 
conditions, making them suitable as inoculants to improve crop production (Cruz et 
al., 2021). Pérez-Vázquez et al. (2018) consider agroecological production systems to be 
typically agro-diverse, resilient, energy-efficient, socially just, productive, and based on 
food sovereignty strategies that promote local production through family farming. These 
systems integrate innovation processes with a rational or zero use of synthetic inputs 
(fertilizers, pesticides), GMOs, hormones, and antibiotics in production. In this context, 
the objective of this study was to evaluate the effect of a bacterial consortium under three 
different agronomic management practices on maize grain production in the Ciénega 
region in the state of Jalisco.

MATERIALS AND METHODS
 Location and Genetic Material: This research was conducted in a plot located in 
the community of La Víbora, municipality of Zapotlán del Rey, Jalisco, at coordinates N 
20° 24’ 39.5’’ - W 102° 16’ 06.8’’, during the spring/summer 2022 season. The bacterial 
consortium used consisted of the strains Stenotrophomonas sp. LIMN, Enterobacter sp. 
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LCMG, and Rhizobium sp. WFRFC, which were previously selected as plant growth-
promoting rhizobacteria (Reséndiz et al., 2022). Each strain was cultured on Tryptone Soy 
Agar (TSA) for 24 h, then grown in Tryptone Soy Broth with agitation at 100 rpm for 24 
hours to reach a concentration of 110⁶ colony-forming units (CFU)·ml1. Seeds of the 
commercial maize hybrid Pioneer P3095 were sown.

Experimental Design and Agronomic Management
 The evaluation was established using a randomized complete block design with four 
replications. The agronomic management was carried out according to the practices of 
local farmers, with a row spacing of 0.85 meters. The plant spacing was 12 cm, and the 
experimental unit consisted of 12 rows of 20 linear meters each. The treatments used 
were: TM100% traditional managementbacterial consortium (BC), TMAM50% 
traditional management50% agroecological managementBC, and AM100% 
agroecological managementBC. The BC was applied three times during the growing 
season: at planting and two subsequent applications every 15 days. The three cultivation 
practices were related to nutrition, pest control, diseases, and weeds, in TM, synthetic inputs 
were used, TMAM referred to reducing synthetic inputs by 50% and supplementing with 
50% bioinputs (solid and liquid). AM utilized 100% bioinputs. The BC was diluted in water 
for application at a concentration of 110⁶ CFU·ml1 and applied via drench (without 
nozzle) using a manual pump.

Evaluated Variables
 The response variables evaluated were: phenotypic variables including days to male 
flowering (DMF), days to female flowering (DFF) at the VT-R1 stage, as well as plant 
height (PH), ear height (EH), stem diameter (SD), ear diameter (ED), ear length (EL), 
measured in centimeters with data collected from four plants per treatment and block at 
the R1-R2 stage of the crop. Additionally, physiological readings were taken for maize plant 
vigor (VIGOR), which was measured five days after planting in each block and treatment. 
Samples were taken from a total length of three meters and reported as a percentage, and 
for yield (t ha1), three samples were taken from a length of three meters, considering three 
central rows per treatment and block, and adjusted to 14% grain moisture content.

Statistical Analysis
 The data obtained for each of the studied variables were analyzed using SAS 9.4. An 
analysis of variance was performed, and significant statistical differences were assessed 
using Tukey’s test (P0.05 and P0.01) for mean comparisons.

RESULTS AND DISCUSSION
 Results. Under the three different agronomic management practices used for the 
crop, the phenotypic variables of days to male flowering (DMF), days to female flowering 
(DFF), plant height (PH), and ear height (EH), as well as the physiological variable of 
vigor (VIGOR), showed statistically significant differences between treatments and blocks 
(Table 1). The variables ear length (EL) and yield (YIELD) showed significant differences 
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only between blocks (Table 1). Additionally, there were no significant differences (ns) in 
stem diameter (SD) and ear diameter (ED) between treatments and blocks (Table 1).
 Considering the variables DMF and DFF, the ANOVA showed significant differences 
between treatments. The numerical differences of 0-2 days both between treatments 
and between the two flowering stages could have effects on subsequent stages. Notably, 
synchronization was observed between the two flowering stages in the TMAM treatment, 
despite being the latest (Figure 1).
 The phenotypic variable EH showed the highest value with the TMAM treatment 
(145.75 cm, P0.05), while PH showed the highest value with the TM treatment (291.00 
cm, P0.05) (Figure 2). The phenotypic variables EL, ED, and SD did not show differences 
between treatments (Figure 2).
 Regarding plant physiological aspects, the VIGOR variable showed differences between 
the treatments under study, with the highest values observed in the MA treatment (P0.05) 
(Figure 3), followed by the TM and TM+AM treatments, with values of 75.33%, 74.33%, 
and 68.66%, respectively (Figure 3).
 Another variable of interest is yield. Although it did not show statistically significant 
differences between treatments, a 6.03% increase (0.652 t ha1) was observed in the 

Table 1. Mean Squares and Significance of the Analysis of Variance for the Evaluated Variables with Respect to Blocks and Treatments.

S.V. DF DMF
(days)

DFF
(days)

PH
(cm)

EH
(cm)

SD
(cm)

ED
(cm)

EL
(cm)

VIGOR
(%)

YIELD
(t ha1)

TREAT 2 7.06* 2.12* 1434.24* 187.06* 0.005ns 0.02ns 0.08ns 51.69** 434281.36ns

BLOCKS 3 5.78* 0.81* 349.62* 53.60* 0.004ns 0.05ns 1.42* 97.76** 1748300.76*

E.E. 2.59 0.48 202.89 30.75 0.007 0.06 0.63 2.91 1291471.57

MEAN 62.94 63.22 273.77 139.08 2.40 3.39 15.78 72.77 11075.39

C.V. 2.55 1.10 5.20 3.98 3.70 7.34 5.05 2.34 10.26

**S.V.: Source of Variation, DF: Degrees of Freedom, TREAT: Treatments, BLOCK: Blocks, E.E.: Experimental Error, C.V.: Coefficient of 
Variation, DMF: Days to Male Flowering, DFF: Days to Female Flowering, PH: Plant Height, EH: Ear Height, SD: Stem Diameter, ED: Ear 
Diameter, EL: Ear Length, YIELD: Commercial Grain Yield. ns: Not Significant, *, **: Significant at P0.05 and P0.01, respectively.

Figure 1. Comparison of means for the variables regarding treatments in yield and agronomic management 
in maize. TM100% traditional managementbacterial consortium (BC), TMAM50% traditional 
management50% agroecological managementBC, and AM100% agroecological managementBC. 
DMF: Days to Male Flowering, DFF: Days to Female Flowering.
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TMAM treatment (11.43 t ha1), compared to the TM and AM treatments, with values 
of 10.78 and 11.02 t ha1, respectively (Figure 4).

Figure 4. Comparison of mean grain yield across different agronomic management practices and its relation to 
the bacterial consortium in maize. TM = 100% traditional management + bacterial consortium (CB), TM+AM 
= 50% traditional management + 50% agroecological management + CB, and AM = 100% agroecological 
management + CB.

Figure 2. Comparison of means for phenotypic variables regarding agronomic management practices. 
PHPlant Height, EHEar Height, SDStem Diameter, EDEar Diameter, ELEar Length. MT100% 
traditional managementbacterial consortium (BC), TMAM50% traditional management50% 
agroecological managementBC, and AM100% agroecological managementBC.

Figure 3. Comparison of mean values for treatments regarding VIGOR in maize. TM100% traditional 
managementbacterial consortium (BC), TMAM50% traditional management50% agroecological 
managementBC, and AM100% agroecological managementBC.
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 In this study, the effect of a bacterial consortium of three growth-promoting strains 
on maize grain production was analyzed, under three different agronomic management 
practices in the La Ciénega region, Jalisco. Previously, Barragán-Nava et al. (2022) 
isolated, identified, and characterized plant growth-promoting rhizobacteria from ten 
different land uses and planting cycles in the La Frailesca region, Chiapas, from which 
the strains Stenotrophomonas sp. LIMN, Enterobacter sp. LCMG, and Rhizobium sp. WFRFC 
were selected. Subsequently, Resendiz-Venado et al. (2022) evaluated their effect on maize 
seedling germination and growth, finding that the bacterial consortium increased the 
length, dry weight, and fresh weight of the plumule, as well as the number of roots. The 
field evaluation of the bacterial consortium conducted in this study confirms its potential 
as a bio-stimulant for maize cultivation.
 The application of a bio-stimulant in the early vegetative stages of the crop was reflected 
in the vigor and reproductive stage; generally, the microorganisms in a bio-stimulant 
interact with the native microorganisms of the rhizosphere, the soil, and the genetic 
constitution of the maize type. In this regard, Lopes et al. (2016) mention that differences 
in the structure and composition of the rhizobacterial community are due to the selection 
performed by the rhizosphere from the microorganisms inhabiting the soil and plant, 
which modifies the abundance of functional groups according to their ability to adapt 
to rhizosphere conditions, thus shaping its bacterial community (Mendes et al., 2014). In 
general, the rhizosphere is an environment regulated by a mixture of complex interactions 
between plants and microorganisms, where structural and functional diversity, as well as 
the stability of microbial communities, strongly influence crop quality (Ngullie et al., 2015); 
that is, the rhizosphere creates a dynamic and nutrient-rich environment around the roots 
and maintains specific bacterial populations involved in activities that ensure crop stability 
and productivity (Dennis et al., 2010). The rhizosphere is considered a selective pressure 
environment for horizontal gene transfer (HGT) events and is regarded as an important 
factor in increasing genetic diversity and, consequently, in bacterial evolution (Nemergut et 
al., 2004).
 The application of the bacterial consortium under the three agronomic managements 
favored the yield, showing an increase of 14.80% - 21.73% compared to the average yield 
reported for the La Ciénega region of 9.39 t∙ha1 (SIAP, 2022). Unlike its behavior between 
treatments where there was no statistically significant effect on this variable; however, a 
positive effect was observed with an increase of 2.23 and 6.03% in the yield of the AM 
and TMAM treatments, respectively. Additionally, considering the reduction of 100% 
and 50% in the application of synthetic fertilizers, the profitability (data not shown) is 
improved in the AM and TMAM agronomic managements. Additionally, considering 
the reduction of 100% and 50% in the application of synthetic fertilizers, profitability (data 
not shown) improved in the AM and TMAM agronomic managements. Similar data 
were reported by Dotto et al. (2010), where the inoculation of Herbaspirillum seropedicae in the 
AS1570 hybrid did not significantly influence its productivity, but it was observed that the 
hybrid responded positively with an 8.6% increase in grain production. Bio-stimulants are 
bioproducts developed from one or several microbial strains; currently, their application is 
considered an appropriate method for introducing probiotics into agricultural soils (Yadav 
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et al., 2017); which release inorganic nutrients for plants from soil minerals, improve 
the structure of both the subsoil and the topsoil, increase water infiltration, enhance 
crop quality, and make plants more resistant to various pests and pathogenic organisms 
(Srivastava and Ngullie, 2009). Biofertilizers also increase soil microbial biodiversity by 
breaking the dormancy of microbial banks, due to a reinforcement of the relationship 
between biodiversity and ecosystem functioning (Bhardwaj et al., 2014; Kulasooriya and 
Seneviratne, 2013). This increase in biodiversity strengthens soil health and enhances 
tolerance to stress caused by abiotic and biotic factors. 
 In this context, Santoyo et al. (2021) mentions that Plant Growth-Promoting 
Microorganisms (PGPM) refers to all microorganisms (bacteria, actinomycetes, fungi, or 
algae) that act through various mechanisms to enhance fertilization, phyto-stimulation, 
or disease suppression. They play an important role in sustainable agriculture, promote 
diversity and interaction with other beneficial microorganisms, and generally maintain the 
sustainability of systems. Various strains of the genera Stenotrophomonas, Enterobacter, and 
Rhizobium are known as PGPM in different crops, actively participating in biogeochemical 
nutrient cycles, mainly nitrogen and phosphorus, synthesizing antibiotics, among other 
characteristics, which support plant establishment, nutrition, and development (Goswami 
et al., 2016; Shafi et al., 2017). These characteristics exert various effects on the results 
obtained in the TMAM and AM treatments, compared to the TM control, both in 
the phenotypic and physiological variables evaluated. For example, they influenced 
the variables of vigor, days to both male and female flowering, and the growth and 
development of the crop, positively affecting the reproductive stage. Sánchez-Yáñez et al. 
(2014) mention that a 50% reduction in nitrogen fertilizer generated a positive response 
in days to flowering and plant height in maize inoculated with plant growth-promoting 
bacteria; this suggests that these PGPM genera transformed maize root exudates into plant 
growth-promoting substances, which in turn induced increased stem growth. João et al. 
(2021) mention that inoculation with a Bacillus strain increased plant height and dry weight 
of shoot and root, changes attributed to the relatively increased abundance of strains from 
the Burkholderiaceae, Pseudomonadaceae, and Rhizobiaceae families, which are widely 
described as plant growth-promoting (García-Fraile et al., 2012; Suárez-Moreno et al., 
2012; Redondo-Nieto et al., 2013).
 The consortium consisting of the Stenotrophomonas sp. LIMN, Enterobacter sp. LCMG, 
and Rhizobium sp. WFRFC strains also established an association with the evaluated maize 
hybrid plants, which is why they had a positive effect on the assessed variables. As reported, 
the plant genotype is a determining factor that directly influences the specificity of the 
bacteria-plant association, allowing the benefits of the inoculated strains to be obtained 
(Moreira, 2014).

CONCLUSIONS
 The development of biotechnological tools that can be applied in the agroecological 
management of crops contributes to the sustainable use of genetic resources and the 
development of sustainable agriculture. Specifically, for maize cultivation, which requires 
a large amount of inputs for its production, such tools are highly relevant for reducing the 
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environmental, economic, and agronomic impact generated. The application and use of 
a bacterial consortium consisting of Enterobacter sp. LCMG, Rhizobium sp. WFRFC, and 
Stenotrophomonas sp. LIMN, in combination with different agronomic management practices 
in maize cultivation was positive, achieving a 50% reduction in synthetic inputs with the 
traditionalagroecological management (TMAM) treatment. Evidence is provided that 
under agroecological management, a 100% response is obtained compared to traditional 
(TM) or synthetic management, with a significant impact mainly on the variables DMF, 
DFF, VIGOR, and YIELD. The use of bacterial consortia and agroecological management 
reduces the long-term environmental and economic impact on agricultural crops.

ACKNOWLEDGMENTS
 The Research Station ‘Altos de Jalisco’, now known as ‘Campo Experimental Centro-Altos de Jalisco’, was 

established in 1974. We acknowledge the institution and its dedicated personnel for their unwavering support 

and valuable contributions that have benefitted the people of Mexico, marking a significant milestone over 

decades. This manuscript stands as our tribute, commemorating 50 years of their remarkable achievements.

 The authors wish to thank the Biotechnologist Pharmacist Chemist and Ing. Gonzalo Luis Rojas-Martínez 

for their technical support in the execution of this work. This study was partially funded by The Nature 

Conservancy.

REFERENCES
Aguirre, J.F., Irizar, G.M.B., Duran, P.A., Grageda, C.O.A., Peña Del Rio, M.A., Loredo, O.C.I., y Gutiérrez, 

B.A. (2009). Los biofertilizantes microbianos alternativa para la agricultura en México, INIFAP-
SAGARPA, Folleto Técnico No 5. Tuxtla, Chiapas, México.

Armenta-Bojórquez, A.D., García-Gutiérrez, C., Camacho-Báez, J.R., Apodaca-Sánchez, M.A., Gerardo-
Montoya, L., & Nava-Pérez, E. (2010). Biofertilizantes en el desarrollo agrícola de México. Ra Ximhai, 
6(1), 51-56. 

Baez-Rogelio, A., Morales-García, Y.E., Quintero-Hernández, V., & Muñoz-Rojas, J. (2017). Next generation 
of microbial inoculants for agriculture and bioremediation. Microbial biotechnology, 10(1), 19-21. https://
doi.org/10.1111/1751-7915.12448.

Barragán-Nava, A.J., Zelaya-Molina, L.X., Chávez-Díaz, I.F., Chávez-Aguilar, G., Reynoso-Santos, R. (2022). 
Rizobacterias potenciales como inóculos vegetales para la recuperación de suelos degradados de La 
Frailesca, Chiapas. p. 252-256. En: Memorias del Congreso Mundial de Agricultura Tropical 2022. 
Tamaulipas, México.

Bhardwaj, R., Sharma, R., Handa, N., Kaur, H., Kaur, R., Sirhindi, G., & Thukral, A.K. (2014). Prospects of 
field crops for phytoremediation of contaminants. In Emerging technologies and management of crop 
stress tolerance (pp. 449-470). Academic Press. https://doi.org/10.1016/B978-0-12-800875-1.00019-3.

Cruz-Cárdenas, Carlos Iván, Zelaya Molina, Lily X., Sandoval Cancino, Gabriela, Santos Villalobos, Sergio de 
los, Rojas Anaya, Edith, Chávez Díaz, Ismael Fernando, & Ruíz Ramírez, Santiago. (2021). Utilización 
de microorganismos para una agricultura sostenible en México: consideraciones y retos.  Revista 
mexicana de ciencias agrícolas, 12(5), 899-913. Epub 14 de marzo de 2022. https://doi.org/10.29312/
remexca.v12i5.2905.

Dennis, P.G., Miller, A.J., & Hirsch, P.R. (2010). Are root exudates more important than other sources of 
rhizodeposits in structuring rhizosphere bacterial communities?. FEMS microbiology ecology, 72(3), 313-
327. https://doi.org/10.1111/j.1574-6941.2010.00860.x.

Dotto, A.P., Lana, M.D.C., Steiner, F. & Frandoloso, J.F. (2010). Produtividade do milho em resposta à 
inoculação com Herbaspirillum seropedicae sob diferentes níveis de nitrogênio. Revista Brasileira de Ciências 
Agrárias, 5(3), 376-382. https://doi.org/10.5039/agraria.v5i3a898.

García-Fraile, P., Carro, L., Robledo, M., Ramirez-Bahena, M.H., Flores-Felix, J.D., Fernández, M.T., ... & 
Velazquez, E. (2012). Rhizobium promotes non-legumes growth and quality in several production steps: 
towards a biofertilization of edible raw vegetables healthy for humans. PLoS One, 7(5), e38122. https://
doi.org/10.1371/journal.pone.0038122.

https://doi.org/10.29312/remexca.v12i5.2905
https://doi.org/10.29312/remexca.v12i5.2905


101 AGRO PRODUCTIVIDAD 2024. https://doi.org/10.32854/agrop.v17i9.3030

García, L.A., & Laval, M.E. (2019). El mercado mundial de los cereales: temporada 2018/2019, situación 
política mundial y perspectivas para la próxima década. Oficina de Estudios y Políticas Agrarias 
(ODEPA). Ministerio de Agricultura del Gobierno de Chile, 7.

Goswami, D., Thakker, J.N., & Dhandhukia, P.C. (2016). Portraying mechanics of plant growth promoting 
rhizobacteria (PGPR): a review. Cogent Food & Agriculture, 2(1), 1127500. https://doi.org/10.1080/2331
1932.2015.1127500.

Jacoby, R., Peukert, M., Succurro, A., Koprivova, A., & Kopriva, S. (2017). The role of soil microorganisms in 
plant mineral nutrition -current knowledge and future directions. Frontiers in Plant Science, 8, 292271. 
http://doi.org/10.3389/fpls.2017.01617.

João, A.L., Wisoczynski, S.D., Ferreira, P.G., Bueno, D.G., & Sussumu. M.L. (2021). Influencia de Bacillus 
sp. sobre los atributos químicos y microbiológicos del suelo y el desarrollo de la soja y el maíz. Revista 
mexicana de ciencias agrícolas, 12(3), 383-393. https://doi.org/10.29312/remexca.v12i3.2609.

Kulasooriya, S.A., & Seneviratne, G. (2013). Soil microbial diversity and its use in crop production. In 
Proceedings at the National Symposium on Soil Biodiversity, 20(3), 2.

Kumar, A., Bahadur, I., Maurya, B.R., Raghuwanshi, R., Meena, V.S., Singh, D.K., & Dixit, J. (2015). Does 
a plant growth-promoting rhizobacteria enhance agricultural sustainability. J Pure Appl Microbiol, 9(1), 
715-724.

Lopes, L.D., de Cássia Pereira e Silva, M., & Andreote, F.D. (2016). Bacterial abilities and adaptation toward 
the rhizosphere colonization. Front Microbiol, 7, 1341. https://doi.org/10.3389/fmicb.2016.01341.

Martín, G.M., & Rivera, R. (2015). Influencia de la inoculación micorrízica en los abonos verdes. Efecto sobre 
el cultivo principal. Estudio de caso: el maíz. Cultivos tropicales, 36, 34-50.

Mendes, L.W., Kuramae, E.E., Navarrete, A.A., Van Veen, J.A., & Tsai, S.M. (2014). Taxonomical and 
functional microbial community selection in soybean rhizosphere. The ISME Journal, 8(8), 1577-1587. 
https://doi.org/10.1038/ismej.2014.17.

Moreira, J.C.F. (2014). Milho safra submetido à inoculação com bactérias diazotróficas associativas e doses de 
nitrogênio. Dissertação de Mestrado, Universidade Federal do Mato Grosso, Rondonópolis, MT. 64 p.

Nemergut, D. R., Martin, A. P., & Schmidt, S. K. (2004). Integron diversity in heavy-metal-contaminated mine 
tailings and inferences about integron evolution.  Applied and environmental microbiology,  70(2), 1160-
1168.

Ngullie, E., Singh, A.K., Sema, A., & Srivastava, A.K. (2015). Citrus growth and rhizosphere properties. 
Communications in Soil Science and Plant Analysis, 46(12), 1540-1550. https://doi.org/10.1080/00103624
.2015.1043460.

Pérez-Vázquez, A., Leyva-Trinidad, D.A., & Gómez-Merino, F.C. (2018). Desafíos y propuestas para lograr la 
seguridad alimentaria hacia el año 2050. Revista mexicana de ciencias agrícolas, 9(1), 175-189. https://doi.
org/10.29312/remexca.v9i1.857.

Redondo-Nieto, M., Barret, M., Morrissey, J., Germaine, K., Martínez-Granero, F., Barahona, E., … & 
Rivilla, R. (2013). Genome sequence reveals that Pseudomonas fluorescens F113 possesses a large and 
diverse array of systems for rhizosphere function and host interaction. BMC Genomics, 14, 1-54. https://
doi.org/10.1186/1471-2164-14-54.

Reséndiz-Venado, Z., Zelaya-Molina, L.X., Chávez-Díaz, I.F., Chávez-Aguilar, G., Reynoso-Santos, R., 
Cruz-Cárdenas, C.I., & Bautista-Ramírez, E. (2022). Rizobacterias promotoras de crecimiento vegetal 
aisladas de suelos rizosféricos de la región de La Frailesca, Chiapas. Ciencia y Tecnología Agropecuaria de 
México, 10(1), 45-52.

Sánchez-Yáñez, J. M., López-Ayala, I.Y., Villegas-Moreno, J., & Montaño-Arias, N. M. (2014). Respuesta del 
maíz (Zea mays L.) a la inoculación con Azotobacter sp y Burkholderia sp a dosis reducida de fertilizante 
nitrógeno. Scientia Agropecuaria, 5(1), 17-23. https://doi.org/10.17268/sci.agropecu.2014.01.02.

Santoyo, G., Guzmán-Guzmán, P., Parra-Cota, F.I., Santos-Villalobos, S.D.L., Orozco-Mosqueda, M., Glick, 
B.R. (2021). Plant Growth Stimulation by Microbial Consortia. Agron. 11(2), 219.

Saraf, M., Pandya, U., & Thakkar, A. (2014). Role of allelochemicals in plant growth promoting rhizobacteria 
for biocontrol of phytopathogens. Microbiological research, 169(1), 18-29. https://doi.org/10.1016/j.
micres.2013.08.009.

SIAP, Servicio de Información y Agroalimentaria y Pesquera (2021) Anuario estadístico de la producción 
agrícola. Secretaría de Agricultura y Desarrollo Rural. https://www.gob.mx/siap.

Suárez-Moreno, Z.R., Caballero-Mellado, J., Coutinho, B.G., Mendonça-Previato, L., James, E.K., & Venturi, 
V. (2012). Common features of environmental and potentially beneficial plant-associated Burkholderia. 
Microbial ecology, 63, 249-266. https://doi.org/10.1007/s00248-011-9929-1.

Shafi, J., Tian, H., & Ji, M. (2017). Bacillus species as versatile weapons for plant pathogens: a review. Biotechnology 
& Biotechnological Equipment, 31(3), 446-459. https://doi.org/10.1080/13102818.2017.1286950.



102 AGRO PRODUCTIVIDAD 2024. https://doi.org/10.32854/agrop.v17i9.3030

Srivastava, A.K., & Ngullie, E. (2009). Integrated nutrient management: Theory and practice. Dynamic Soil, 
Dynamic Plant, 3(1), 1-30.

Vejan, P., Abdullah, R., Khadiran, T., Ismail, S., & Nasrulhaq Boyce, A. (2016). Role of plant growth promoting 
rhizobacteria in agricultural sustainability—a review. Molecules, 21(5), 573. https://doi.org/10.3390/
molecules21050573

Wang, J, Li, R., Zhang, H., Wei, G., & Li, Z. (2020). Beneficial bacteria activate nutrients and promote wheat 
growth under conditions of reduced fertilizer application. BMC microbiology, 20, 1-12. https://doi.
org/10.1186/s12866-020-1708-z

Yadav, S.K., Singh, S., Singh, H.B., & Sarma, B.K. (2017). Compatible rhizosphere-competent microbial 
consortium adds value to the nutritional quality in edible parts of chickpea. Journal of Agricultural and 
Food Chemistry, 65(30), 6122-6130. https://doi.org/10.1021/acs.jafc.7b01326.

Zhao, B., Ata-Ul-Karim, S.T., Liu, Z., Ning, D., Xiao, J., Liu, Z., & Duan, A. (2017). Development of a critical 
nitrogen dilution curve based on leaf dry matter for summer maize. Field Crops Research, 208, 60-68. 
https://doi.org/10.1016/j.fcr.2017.03.010.


	_GoBack
	_GoBack
	_heading=h.gjdgxs
	_GoBack
	_GoBack
	_GoBack
	B13
	_heading=h.gjdgxs
	_GoBack
	_GoBack
	_heading=h.gjdgxs
	_GoBack
	_GoBack
	_GoBack
	_heading=h.gjdgxs
	_heading=h.gjdgxs
	_GoBack
	_GoBack
	_GoBack
	_GoBack
	_heading=h.gjdgxs
	_GoBack
	_GoBack
	_GoBack
	_Hlk159673217
	_Hlk171196092
	_Hlk172307150
	_Hlk172565041
	_Hlk168328901
	_GoBack

