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A B S T R A C T

Background and Aim: The widespread use of antibiotic growth promoters (AGPs) in poultry production has been implicated 
in altering gut microbiota and promoting the excretion of multidrug-resistant (MDR) bacteria into the environment. 
Salmonella enterica serovar Infantis (Salmonella Infantis [S.I]), a prevalent zoonotic pathogen, has demonstrated increasing 
resistance in poultry systems. This study aimed to evaluate the efficacy of natural control microorganisms (NCM), Bacillus 
subtilis and Lactobacillus plantarum, in reducing the abundance of MDR S.I in fresh chicken litter from birds raised with 
or without AGP supplementation. It also examined how physicochemical properties and microbial dynamics influence 
pathogen persistence.

Materials and Methods: Microcosms were constructed using litter from broilers raised under two dietary regimes (with 
and without avilamycin). Treatments included combinations of AGP, S.I, and NCM. Bacterial enumeration was performed 
using selective media, and whole-genome sequencing of S.I was conducted to characterize antimicrobial resistance and 
virulence genes. Physicochemical parameters (pH, humidity, temperature, and ammonia) were measured and correlated 
with microbial loads. Antagonistic activity of NCM strains was assessed using agar diffusion assays.

Results: Genome analysis revealed that S.I carried multiple resistance genes (e.g., blaCTX-M-65, tet(A), and sul1) and efflux 
systems conferring MDR. In vitro assays showed strong antagonism by L. plantarum and moderate activity by B. subtilis. 
In microcosms, S.I counts significantly decreased in the presence of both AGP and NCM, indicating synergistic inhibition. 
Conversely, in the absence of AGP, NCM had a limited effect. Statistical analyses showed strong correlations between 
microbial groups and physicochemical variables, particularly during later production stages.

Conclusion: The application of B. subtilis and L. plantarum in chicken litter significantly reduced S.I colonization under AGP 
supplementation, suggesting their potential as biocontrol agents. These findings support the development of integrated 
litter management strategies to mitigate zoonotic and resistant pathogen dissemination, particularly in AGP-using systems. 
However, the effectiveness of such interventions may vary across farms due to differences in microbial ecology and 
environmental conditions.
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INTRODUCTION

The poultry industry has emerged as the lea-
ding global provider of efficient, high-quality animal 
protein [1], resulting in the intensification of production 

systems that generate substantial volumes of waste, 
including the litter used for housing chickens. Chicken 
litter is composed of wood shavings, rice husks, or saw-
dust mixed with feed residues and chicken excreta [2]. 
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Concurrently, the increased demand for chicken meat 
has been accompanied by the indiscriminate use of 
antimicrobial agents. These agents are employed both 
to prevent or treat infectious diseases and as antibiotic 
growth promoters (AGPs), which modulate the intestinal 
microbiota, enhance nutrient absorption, and improve 
growth performance [3, 4]. However, these substances 
are not fully metabolized by the birds, leading to their 
excretion in feces and accumulation in litter, soil, 
and wastewater. This accumulation alters microbial 
ecosystems by eliminating susceptible bacterial strains 
while promoting the survival of resistant ones [4, 5].

Salmonella spp., particularly Salmonella enterica 
serovar Infantis (Salmonella Infantis [S.I]), is among 
the most widely distributed zoonotic pathogens 
in poultry litter globally. It is frequently isolated in 
regions such as Europe, the United States, and Latin 
America, with an estimated flock-level prevalence of 
9% [6]. Although often asymptomatic in commercial 
poultry [7], S.I can result in elevated mortality rates 
and reduced productivity in broilers, depending on 
flock management and immune status [8]. Moreover, 
S.I is a significant cause of foodborne outbreaks and is 
resistant to multiple antibiotics, thereby compromising 
treatment efficacy and increasing the risk of severe 
human illness [8]. This strain exhibits resistance to 
several antimicrobial classes, notably quinolones, 
tetracyclines, and sulfonamides [9].

Infected birds shed S.I through feces, and its 
environmental persistence is influenced by factors 
such as serotype, temperature, moisture content, pH, 
and the physical or chemical treatment of litter before 
reuse [8, 10]. Consequently, European Union regulations 
mandate the removal and replacement of litter at the 
end of each production cycle to minimize contamination 
risk [11, 12]. Nevertheless, due to the high cost of 
fresh litter and efforts to reduce on-farm waste, many 
producers opt to recycle litter across multiple flocks for 
a year or more [2]. To mitigate pathogen loads in reused 
litter, chemical, physical, and biological interventions 
have been explored, including the application of 
natural control microorganisms (NCM) (e.g., Bacillus 
subtilis) [13, 14]. For instance, broiler litter treated with 
a commercial probiotic-based product – comprising an 
eco-friendly detergent and spores of B. subtilis, Bacillus 
pumilus, and Bacillus megaterium at a concentration 
of 5 × 108 colony-forming units (CFU)/mL (Chrisal, 
Lommel, and Belgium) – demonstrated reduced counts 
of total aerobic bacteria, Enterobacteriaceae, and 
coagulase-positive Staphylococci [13]. Competitive 
exclusion is considered a highly effective approach 
to prevent Salmonella colonization in broilers and 
underpins the development of probiotics, microbial 
consortia, biocontrol agents, and cleaning solutions 
used extensively in animal husbandry [13].

Exposure of birds to litter enriched with enteric 
and environmental microorganisms supports early 

microbiota development and intestinal colonization 
by diverse bacterial populations. These communities 
inhibit Salmonella invasion through mechanisms such 
as competitive exclusion at adherence sites, compe-
tition for nutrients, production of short-chain volatile 
fatty acids, and secretion of antimicrobial peptides 
(bacteriocins) by lactic acid bacteria – including Lacto-
bacillus, Pediococcus, Lactococcus, Enterococcus, and 
Streptococcus [13, 14].

Despite growing concerns over the proliferation 
of MDR S. enterica S.I in poultry production systems, 
particularly in reused chicken litter, there remains 
limited understanding of how NCM, such as B. subtilis 
and Lactobacillus plantarum, interact with the micro-
biota and physicochemical environment of poultry 
litter under AGP supplementation. While prior studies 
have demonstrated the in vitro antagonistic potential 
of these NCMs and their role in competitive exclu-
sion, their efficacy in vivo – particularly in litter derived 
from poultry supplemented with AGPs – remains 
insufficiently characterized. Moreover, the influence of 
litter physicochemical properties on pathogen dynamics 
and microbial community interactions in the context of 
NCM inoculation is poorly understood. These knowledge 
gaps hinder the development of sustainable litter 
management strategies aimed at mitigating zoonotic 
risk and controlling MDR pathogens in poultry systems.

This study aims to evaluate the exclusionary 
potential of B. subtilis and L. plantarum against MDR 
S.I in fresh chicken litter derived from broilers reared 
with and without AV supplementation. Specifically, the 
research investigates: (i) the antagonistic activity of 
these NCMs under controlled microcosm conditions; 
(ii) the modulation of S.I abundance in response to AGP 
and NCM treatments; (iii) the genomic characteristics 
and antimicrobial resistance profile of the isolated S.I 
strain; and (iv) the relationship between physicochemical 
litter parameters and microbial community dynamics. 
The findings are expected to inform evidence-based 
strategies for microbiological safety enhancement in 
poultry litter and contribute to antimicrobial resistance 
mitigation in animal agriculture.

MATERIALS AND METHODS

Ethical approval
Ethical approval was not required for this study, 

as chicken litter samples were collected without dir-
ect contact with the birds. Furthermore, bacterial 
inoculation was performed exclusively on the bedding 
material used in the construction of the microcosms. All 
samples were collected aseptically in accordance with 
established collection protocols.

Study period and location
The study was conducted from March 2022 to 

December 2022 at Brisas Farm and the Microbiology 
and Mycorrhiza Laboratory (LMM), University of Tolima, 
Ibagué, Colombia.
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Detection and characterization of S.I
The S.I strain used in the microcosm infection 

treatments (described in the microcosm assembly 
section) was isolated from broiler chicken litter at 
a poultry farm in Tolima, Colombia, by the GEBIUT 
research group at the University of Tolima. The strain 
was characterized biochemically, phenotypically, and 
molecularly using 16S rRNA sequencing [11].

Whole-genome sequencing and analysis
Genomic DNA from the S.I isolate was extracted 

using the boiling method [15]. DNA concentration 
and quality were assessed using a NanoDrop 2000c 
spectrophotometer (Thermo Fisher Scientific, 
Wilmington, DE, USA) and a Qubit fluorometer 
(Invitrogen, Carlsbad, CA, USA) with a Qubit dsDNA HS 
kit (Thermo Fisher Scientific, USA).

Whole-genome sequencing was conducted by 
Macrogen, Inc. (Seoul, Republic of Korea). A sequencing 
library was prepared using the TruSeq DNA Nano kit 
(Illumina, NE, USA) according to the manufacturer’s 
instructions, and sequencing was performed on 
the Illumina NovaSeq platform (150PE), generating 
paired-end reads. Raw data quality was assessed using 
FastQC [16], evaluating base composition, G+C content, 
sequence length distribution, and sequence duplication 
to identify contaminants and adapters. Low-quality 
reads (below Q20) were removed using Trimmomatic 
(v. 0.039) [17]. The filtered reads were assembled with 
MaSuRCA v4.1.0 [18], and the assembly was evaluated 
using QUAST v5.0.2 [19].

Subsequent genome annotation was carried 
out using Prokka v1.14.6 (Genome Annotation Soft-
ware)  [20], enabling identification of genomic feat-
ures and contig coordinates. Species identification was 
performed by comparing the assembled genome to 
11  reference genomes (Annex 1), selected based on 
the phenotypic and serological characteristics of the 
isolate. Negative controls – Salmonella bongori N268-08 
and Escherichia coli K-12 MG1655 – yielded low identity 
values (89.9% and 80.6%, respectively). Antimicrobial 
resistance genes and virulence factors were analyzed 
using ResFinder 4.0 [21] and PathoFact [22]. The genome 
sequence was deposited in the NCBI GenBank database 
under accession number SUB15012476; BioProject ID: 
PRJNA1217447.

Antimicrobial susceptibility analysis
Antimicrobial susceptibility testing was per-

formed using the Kirby–Bauer disk diffusion method 
in accordance with Clinical and Laboratory Standards 
Institute (CLSI, 2017) guidelines [23]. The isolate was 
cultured on trypticase soy agar (TSA, Oxoid, Basing-
stoke, UK) and incubated at 37°C overnight. Bacterial 
suspensions were adjusted to an optical density of 
0.08 at 600  nm using a MAPADA spectrophotometer 
(Shanghai Mapada Instruments Co., Ltd., China) and 
inoculated onto Mueller–Hinton agar plates (BD Difco). 

Salmonella Typhimurium ATCC 14028 was used as 
the quality control strain. The susceptibility of the S.I 
isolate was evaluated against 15 antimicrobial agents: 
ampicillin/sulbactam (10  µg), amoxicillin (10  µg), 
gentamicin (10  µg), ciprofloxacin (10  µg), cefotaxime 
(30  µg), erythromycin (15  µg), nalidixic acid (30  µg), 
penicillin (10  µg), trimethoprim-sulfamethoxazole 
(25  µg), tetracycline (30  µg), ceftiofur (30  µg), 
enrofloxacin (5  µg), colistin (10  µg), streptomycin 
(10 µg), and doxycycline (30 µg).

In vitro antagonistic activity of B. subtilis and L. plan-
tarum against S.I

The B. subtilis ATCC 6633® and L. plantarum ATCC 
8014® strains, known for their antagonistic activity and 
frequent isolation from poultry litter, were evaluated 
for their ability to inhibit S.I. The agar diffusion method 
described by Balouiri et al. [24] was employed. Each 
strain was tested in triplicate at a concentration of 
108 CFU/mL. The inhibition zones were measured in 
millimeters, and strains showing a distinct zone were 
considered positive for antagonistic activity [25]. Strains 
were preserved at −80°C in 30% glycerol (Sigma, St. 
Louis, MO). S.I and B. subtilis were cultured in Brain 
Heart Infusion (BHI, Oxoid®) at 37°C for 24  h, and 
L.  plantarum in MRS broth (DifcoTM, USA) at 34°C for 
48 h [26].

Experimental design
The study was conducted at Brisas Farm and the 

Mycorrhiza Laboratory, University of Tolima, Ibagué, 
Colombia (1285 m above sea level; average temperature: 
26°C). Forty Ross 308 broilers were randomly assigned 
to two experimental groups (20 birds per group). Broiler 
starter and finisher diets were formulated with two 
levels of AV (0 and 10 g/ton). Birds were reared on fresh 
rice husk litter (10  cm depth) under commercial-like 
conditions for 42 days. Samples were collected on days 
1, 7, 21, and 42. Composite litter samples were obtained 
from 10 points per pen, stored in sterile Nazco (USA) 
bags under refrigeration, and transported immediately 
to the laboratory for microcosm setup under biosafety 
conditions.

Microcosm assembly
Salmonella-free status of the facilities, birds, and 

litter was confirmed through bacteriological culture 
and biochemical tests. The moisture content of samples 
was assessed to ensure the inoculum volume yielded 
27% ± 0.1% moisture (water activity 0.90 ± 0.02).

In sterile plastic containers, 240  g of litter was 
placed to a depth of 10 cm, replicating shed conditions. 
Six treatments were tested (four replicates each): 
T0 (chicken litter, CL), T1 (CL + AV), T2 (CL + S.I), T3 
(CL + AV + S.I), T4 (CL + B. subtilis + L. plantarum + S.I), 
and T5 (CL + AV + NCM + S.I) (Table 1). Each treatment 
was inoculated with 108 CFU of the respective 
microorganisms and incubated in a sterile room at 
26°C for 48  h. Growth kinetics of S.I, B. subtilis, and 
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L. plantarum were monitored through absorbance at 
625 nm and viable cell counts at 12, 24, and 48 h [26].

Chicken litter sampling in microcosms
To enumerate CFU, 10 g of litter was homogenized 

with 90  mL of buffered peptone water (BPW, Oxoid 
Ltd., Ogdensburg, NY) using a Stomacher mixer (Bag 
Mixer® 400, Interscience Co., France) for 1 min. Decimal 
dilutions up to 10−4 were plated in triplicate. Aerobic 
mesophilic bacteria were counted using Plate Count 
Agar (Oxoid, Milan, Italy) following ISO 4833-1  [27]. 
Enterobacteriaceae were enumerated on Violet Red 
Bile Glucose Agar per ISO 21528-2:2017  [28]. S.I 
was enumerated on XLT4 agar following ISO 6579-
1:2017  [29]. Bacillus and Lactobacillus counts were 
determined using Luria Bertani and MRS media, 
respectively. For each replicate, 100  g of litter was 
collected to measure temperature, moisture, pH, and 
ammonia concentration.

Statistical analysis
Microbial counts were log-transformed (log CFU g−1) 

to compute means and standard deviations across 
treatments. The Kruskal–Wallis test was applied due to 
non-normal data distribution, to determine significant 
differences among treatments and production stages. 
Data visualization was conducted using box-and-whisker 
plots. Dunn’s post hoc test and Spearman correlation 
were employed to explore relationships between 
microbial abundance and physicochemical parameters, 
and to confirm correlations with Salmonella presence.

RESULTS

Genetic characteristics of S.I
To elucidate the genetic features contributing to  

the survival of S.I in chicken litter under various 
treatments, whole-genome sequencing was conducted. 

The isolate exhibited 99.83% nucleotide identity with 
S. enterica subsp. enterica S.I 1326/28 (United Kingdom), 
with a genome size of approximately 5.5 Mbp. A  total 
of 2,662 scaffolds were assembled, with an average GC 
content of 52.2% and a total length of 5,555,760 base 
pairs.

The pangenome analysis identified 4,414 genes, 
including 3,353 core genes essential for basic cellular 
processes such as DNA replication, protein synthesis,  
and metabolism, totaling 7,767 genes. Nine genes 
located on either the chromosomes or plasmids 
conferred resistance to six antimicrobial classes, 
including amino-glycosides, β-lactams, phenicols, 
sulfonamides, and tetracyclines (Table 2). In some cases, 
the genetic determinants correlated with phenotypic 
resistance, including genes conferring resistance to 
cefotaxime, gentamicin, tetracycline, and streptomycin.

Multiple drug efflux systems were also identified. 
These included the major facilitator superfamily (MFS), 
with pumps such as MdtK, EmrB, and MdfA, which expel 
quinolones. MdfA additionally conferred resistance to 
tetracycline, chloramphenicol, and norfloxacin [30, 31]. 
The resistance-nodulation-division (RND) efflux syst-
ems, responsible for eliminating quinolones, amino-
glycosides, sulfonamides, chloramphenicol, macrolides, 
and tetracycline, were also detected  [32]. The small 
multidrug resistance (SMR) family, associated with the 
transport of quaternary ammonium compounds found 
in disinfectants and antiseptics, and the ATP-binding 
cassette (ABC) transporters, involved in virulence, host-
pathogen interactions, nutrient uptake, and macrolide 
efflux, were also present [33].

In total, 3,278 virulence genes were identified, 
including those associated with biofilm formation, 
pathogenicity islands, and effector proteins. Notable 
examples include: sseL, involved in macrophage 

Table 1: Denomination of phases and treatments in the microcosms.

Starter phase: New litter–1 day old chickens T0: CL T1: CL+AGP T2: CL+S.I. T4: CL+S.I.+NCM T5: CL+AGP+S.I.+NCM

Growing I phase: 7 days chickens T0: CL T1: CL+AGP T2: CL+S.I. T4: CL+S.I.+NCM T5: CL+AGP+S.I.+NCM
Growing II Phase–21 days old chickens T0: CL T1: CL+AGP T2: CL+S.I. T4: CL+S.I.+NCM T5: CL+AGP+S.I.+NCM
Finisher phase 42: Chickens T0: CL T1: CL+AGP T2: CL+S.I. T4: CL+S.I.+NCM T5: CL+AGP+S.I.+NCM

CL=Chicken litter, AGP=Avilamycin growth promoter antimicrobial, S.I=S Infantis, NCM=Bacillus subtilis and Lactobacillus plantarum  

Table 2: Antimicrobial resistance genes of Salmonella Infantis.

AMR gene Genetic  
background

Class of antimicrobials 
conferred by resistance

Antimicrobial agent conferred resistance

aac(6')-Iaa NC_003197 Aminoglycosides Amikacin, tobramycin
aadA1 JX185132 Spectinomycin and streptomycin
aadA1 JQ414041 Spectinomycin and streptomycin
aph(4)-Ia V01499 Hygromycin
aac(3)-IV DQ241380 Gentamicin and tobramycin
blaCTX-M65 EF418608 β-lactams Amoxicillin, ampicillin, azithromycin, cefepime, 

cefotaxime, ceftazidime, ceftriaxone, piperacillin, ticarcillin
floR AF118107 Fenicoles Chloramphenicol, florfenicol
sul1 U12338 Sulfonamides Sulfamethoxazole
tet(A) AJ517790 Tetracyclines Doxycycline; tetracycline
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suppr-ession during infection; sipA, sipD, and sopD, 
which regulate actin cytoskeleton rearrangement; csgA, 
encoding curli fimbriae; invA, essential for invasion; 
sifA, involved in intracellular survival; pipB2, which 
modulates host responses; csgD, involved in biofilm 
regulation; siderophore-related genes (entA–entF); 
fepG, for ferric ion transport; and stress response 
regulators such as PhoP, PhoQ, and RpoS [34–37].
Antimicrobial Susceptibility of S.I

Antimicrobial susceptibility testing using the disk 
diffusion method revealed that the S.I isolate exhibited 
an MDR phenotype. Resistance was observed to sev-
eral antimicrobial classes, including cefotaxime, genta-
micin, nalidixic acid, penicillin, tetracycline, ceftiofur, 
and streptomycin. The isolate showed intermediate 
susce-ptibility to ciprofloxacin and was resistant to all 
other tested agents (Table 3).

In vitro antagonistic activity of B. subtilis and 
L. plantarum

According to the criteria established by Abdel-
Daim et al. [38] (strong inhibition: ≥15  mm; moderate: 
10–15 mm; weak: ≤10 mm; resistant: 0 mm), B. subtilis 
exhibited moderate antagonistic activity against S.I, while 
L. plantarum demonstrated strong inhibitory effects.

Effects of treatments on S.I in chicken litter microcosms
To assess the impact of NCM inoculation on S.I 

dynamics in chicken litter under AGP-supplemented 
and non-supplemented conditions, initial verification 
confirmed the absence of Salmonella and the presence 
of Bacillus and Lactobacillus in all samples.

The lowest S.I CFU was observed in the treatment 
supplemented with both AV and NCM (T5), followed 
by treatments without supplementation (T2), with 
AV alone (T3), and with NCM alone (T4). A  significant 
reduction (p < 0.05) in CFU was evident between T5 and 
T4, indicating that B. subtilis and L. plantarum are more 
effective at reducing Salmonella populations when 
combined with AV. This conclusion is further supported 
by the greater reduction in S.I in T5 compared to T3. 
In addition, results suggest that indigenous microbial 
communities in non-supplemented litter contribute to 
the regulation of Salmonella proliferation (Figure 1).

Dynamics of S.I during the production cycle
Figure  2 presents the culturable bacterial 

community profiles across different production stages. 
Salmonella was not detected in T0 or T1, indicating no 
contamination from farm or experimental sources. In 
contrast, S.I persisted throughout the cycle in T4. During 
the initial stage, only T4 showed Salmonella presence. In 
the rearing and fattening stages, the relative abundance 
of bacterial communities increased, with S.I detected 
in T2, T3, T4, and T5. The fattening stage displayed the 
highest overall microbial diversity. Notably, all microbial 
groups, including Salmonella, declined by the end of the 
production cycle

Influence of physicochemical parameters on S.I 
abundance

Figure  3 illustrates the relationships between 
microbial groups and physicochemical parameters of the 
litter. Strong positive correlations (r > 0.8) were observed 
between aerobic mesophiles and Enterobacteriaceae 
with Bacillus, Lactobacillus, humidity, temperature, and 
ammonia concentration. Salmonella showed a weaker 
positive correlation (r ≈ 0.4) with Bacillus, Lactobacillus, 
humidity, and temperature. Interestingly, during the 
finishing stage – when Salmonella viability decreased – 
the abundances of Bacillus and Lactobacillus increased.

The presence of Bacillus and Lactobacillus was 
strongly correlated (r > 0.7) with pH, humidity, temper-
ature, and ammonia levels. During the production cycle, 
these physicochemical parameters varied as follows: pH 
(5.9–7.4), relative humidity (27%–36%), temperature 
(28°C–32°C), and ammonia concentration (0–100 ppm).

DISCUSSION

In recent years, S.I has been classified as an 
emerging pathogen due to its persistence in feed 
environments, its high prevalence in human infections, 
and its resistance to multiple antimicrobial agents – traits 
closely linked to the widespread use of antimicrobials 
in food animal production systems [8, 39]. In poultry 
farms where S.I was isolated from treatment litter, anti-
biotics were employed for prophylactic, therapeutic, 

Table 3: Phenotypic resistance of Salmonella Infantis

Antimicrobial Concentration 
(µg)

Inhibition zone 
diameter (mm)

Salmonella 
Infantis

S I R S I R

Cefotaxima 30 µg ≥8 16-32 ≤64  + 
Ciprofloxacin 10 µg ≥31 21-30 ≤20  + 
Gentamicin 10 µg ≥4 8 ≤16  + 
Erythromycin 15 µg ≥23 14-22 ≤ 13  + 
Nalidixic acid 30 µg >19 14-18 <13  + 
Penicillin 10 µg ≥22 12-21 ≤11  + 
Tetracycline 30 µg >15 12-14 <11  + 
Ceftiofur 30 µg ≥21 18-20 ≤17  + 
Streptomycin 10 µg >15 12-14 ≤11  + 

S: Sensitive, I: Intermediate sensitivity, and R: Resistant.
Figure 1: Effect of treatments on CFU of Salmonella Infantis 
in chicken litter. CFU=Colony-forming units
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and growth-promoting purposes. This practice likely 
contributed to the phenotypic resistance of S.I to nine 
antimicrobials of significance in both veterinary and 
human medicine. Furthermore, the selective pressure 
exerted by antibiotic use may explain the presence of 
several resistance genes, including blaCTX-M-65, which 
is associated with the persistence of Salmonella under 
beta-lactam exposure and the overexpression of efflux 
pumps – mechanisms contributing to the multidrug 
resistance profile of the isolate [40].

Therefore, identifying effective strategies to 
reduce pathogen loads in poultry litter is essential for 
enhancing feed safety and minimizing the environmental 
dissemination of antimicrobial resistance. Given that 
litter influences the gut microbiota of poultry and that 
the presence of zoonotic pathogens like Salmonella in 
litter before slaughter increases the likelihood of carcass 
contamination [41, 42], the use of litter as fertilizer 

also raises concerns due to the potential spread of 
environmentally persistent pathogens [43].

In poultry operations, litter may be freshly applied 
or reused multiple times, depending on material cost 
and availability [2, 10]. However, European regulations 
for broiler welfare mandate the replacement of litter 
between flocks [12]. Chickens raised on reused litter 
tend to develop a more diverse gut microbiota and 
exhibit stronger immune responses compared to birds 
raised on new litter; reuse has been associated with 
reduced Salmonella prevalence relative to first-use 
litter [41, 44]. Consequently, it is crucial to explore 
alternatives that ensure the microbiological safety of 
newly applied litter.

In the present study, the efficacy of B. subtilis 
and L. plantarum inoculation in newly applied litter for 
controlling MDR S.I was evaluated in microcosms during 
the broiler production cycle under conditions with and 
without AV supplementation. The most substantial 
reduction in S.I counts occurred in the NCM-inoculated 
litter of chickens supplemented with AV. This effect 
may be attributed to the antibacterial activity of AV 
against gram-positive bacteria, such as Enterococcus, 
Streptococcus, and Staphylococcus [45, 46], considering 
that S.I exhibited a strong positive correlation with 
Staphylococcus (data not shown). The reduction 
in microbial competitors due to AV treatment may 
have facilitated the establishment of Bacillus and 
Lactobacillus, which, through competitive exclusion 
and production of antimicrobials and bacteriocins, 
inhibited Salmonella proliferation [47]. This dual 
mechanism – combining AV and NCM action – holds 
significant potential for minimizing the development of 
antimicrobial resistance [48].

For litter samples without AV supplementation, 
the best-performing treatment was the one without 
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Enterobacteriaceae, Salmonella, Bacillus, and Lactobacillus 
with the physicochemical properties of chicken litter.
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NCM inoculation (T2). These findings contrast with 
those reported by Roll et al., 2008 [49], who observed 
a significant reduction in Enterobacteriaceae in wood 
shavings-based litter treated with 5  g/m2 of Impact 
P® (Schering-Plough, Kenilworth, NJ, USA), a product 
containing B. subtilis and its protease enzymes. It 
is worth noting that the concentration of probiotic 
products significantly affects their efficacy, as a dose 
of 2.5  g/m2 was found ineffective. The lack of effect 
observed in T4 may be due to the limited concentration 
(108 CFU) of B. subtilis and L. plantarum used in this 
study. Similarly, the current findings differ from those 
of De Cesare et al., 2019 [13], who demonstrated 
reductions in Enterobacteriaceae, including S. enterica 
and E. coli, using a spore-based cleaning product with 
a higher concentration (9 × 109 CFU/m²) of B. subtilis, 
B. pumilus, and B. megaterium.

The modest antagonistic effect observed for 
the NCM in the absence of AV (T4) may be attributed 
to the limited B. subtilis concentration and the use 
of a single strain. Previous studies by Shafi et al. 
[50] and Mukherjee et al. [51] have shown that 
combining Bacillus species with different antimicrobial 
mechanisms enhances efficacy against pathogens. For 
L. plantarum, the reduced performance may reflect the 
low nutrient content of new litter, despite its strong in 
vitro antagonistic activity. Merino et al., [52] reported 
that Lactobacillus interferes with Salmonella biofilm 
formation under optimal in vitro conditions. However, 
under litter conditions with limited nutrients and 
suboptimal temperatures, its growth and effectiveness 
are reduced. Lactic acid bacteria produce a variety 
of antimicrobial compounds – such as organic acids, 
ethanol, diacetyl, and hydrogen peroxide – that lower 
pH, inhibit pathogen growth, and promote Salmonella 
inactivation [53].

The lowest CFU counts of S.I, regardless of 
treatment, were recorded during the finishing phase. 
This stage coincided with a more diverse gut microbiota 
in broilers, which was likely transferred to the litter 
through feces [44, 54], thereby impeding Salmonella 
survival. The successful establishment of an invading 
microbial species often depends on the structure 
of the resident community; generally, ecosystems 
with reduced species diversity are more vulnerable 
to colonization due to the availability of unoccupied 
ecological niches  [55]. This observation is relevant 
because the microbial profile of litter at the finishing 
stage reflects both the contamination risk at slaughter 
and the microbiological quality of material reused in 
future production cycles or applied as fertilizer.

Physicochemical factors also play a critical role in 
microbial inactivation, and their interactions with the 
poultry litter microbiota are frequently studied [56]. In 
this study, strong positive correlations were observed 
between aerobic mesophiles and Enterobacteriaceae 
with environmental parameters including humidity, 

temperature, ammonia concentration, and pH. 
These variables likely promoted the proliferation 
of beneficial microbial groups capable of excluding 
Salmonella, particularly during the finishing phase, 
when such interactions are most dynamic [57]. In 
contrast, the survival of S.I appeared less affected by 
these environmental factors due to the presence of 
genetic adaptations, including RpoS (which supports 
survival under stress conditions such as low pH, 
high osmolarity, and nutrient limitation) and MgtA 
(which facilitates magnesium uptake for survival and 
replication) [34–37].

CONCLUSION

This study demonstrated that the inoculation of 
B. subtilis and L. plantarum (NCM) into fresh chicken 
litter significantly reduced the abundance of MDR S.I, 
particularly when administered in combination with 
the AGP AV. The most substantial suppression of S.I 
was observed in the treatment supplemented with 
both NCM and AV (T5), underscoring the synergistic 
effect between competitive exclusion and antimicrobial 
pressure. In contrast, NCM inoculation without AV 
supplementation exhibited limited efficacy, suggesting 
that environmental conditions and indigenous microbial 
communities play a pivotal role in pathogen dynamics. 
Genomic analysis of S.I revealed the presence of multiple 
resistance determinants – including blaCTX-M-65, efflux 
pump systems (MFS, RND, SMR, and ABC), and 3,278 
virulence-associated genes – confirming its MDR and 
virulent phenotype. Strengths of this study include its 
integrated approach, combining in vitro antagonism 
assays, in vivo litter microcosms, whole-genome sequ-
encing, and physicochemical analyses to evaluate 
microbial interactions and pathogen suppression. The 
use of microcosms provided a controlled yet realistic 
simulation of poultry production environments.

Limitations of the study include the use of a single 
inoculum concentration for NCM, the exclusion of 
microbial consortia or strain combinations with broader 
ecological functionality, and the focus on a specific 
production setting in a single geographic region. These 
constraints may limit the generalizability of the findings 
across diverse poultry systems.

Future research should explore the efficacy 
of multi-strain microbial consortia under varying 
environmental and nutritional conditions, assess long-
term pathogen suppression in reused litter, and evaluate 
field-level outcomes across commercial farms. In addition, 
studies should examine the potential of integrating NCM 
with other sustainable biosecurity measures to mitigate 
antimicrobial resistance dissemination while maintaining 
poultry health and productivity.

AUTHORS’ CONTRIBUTIONS

MAOB and MVL: Designed and executed the 
experiment. MAOB: Collected the data and performed 
the experimental work. MAOB, MVL, and LMP: Analyzed 



doi: 10.14202/vetworld.2025.1127-1136

1134

the data and drafted the manuscript. All authors have 
read and approved the final manuscript.

ACKNOWLEDGMENTS

The authors gratefully acknowledge that this 
research was funded by the Ministry of Science, 
Technology, and Innovation of Colombia by the 
convocation 755 of MINCIENCIAS. We also thank the 
Research Office of the University of Tolima. We thank 
the students of the Microbiology and Mycorrhiza 
Laboratory for helping us achieve the objectives of this 
research.

COMPETING INTERESTS

The authors declare that they have no competing 
interests.

PUBLISHER’S NOTE

Veterinary World remains neutral with regard to 
jurisdictional claims in published institutional affiliation.

REFERENCES

1.	 Korver, D.R. (2023) Current challenges in poultry 
nutrition, health, and welfare. Animal, 17(Suppl  2): 
100755.

2.	 Voss-Rech, D., Trevisol, I.M., Brentano, L., Silva, V.S., 
Rebelatto, R., Jaenisch, F.R.F., Okino, C.H., 
Mores,  M.A.Z., Coldebella, A., Botton, S.A. and 
Vaz, C.S.L. (2017) Impact of treatments for recycled 
broiler litter on the viability and infectivity of 
microorganisms. Vet. Microbiol., 203: 308–314.

3.	 Roth, N., Käsbohrer, A., Mayrhofer, S., Zitz, U., 
Hofacre, C. and Domig, K.J. (2019) The application 
of antibiotics in broiler production and the resulting 
antibiotic resistance in Escherichia coli: A  global 
overview. Poult. Sci., 98(4): 1791–1804.

4.	 Abreu, R., Semedo-Lemsaddek, T., Cunha, E., 
Tavares, L. and Oliveira, M. (2023) Antimicrobial 
Drug resistance in poultry production: Current 
status and innovative strategies for bacterial control. 
Microorganisms, 11(4): 953.

5.	 Rodrigues, G., Santos, L.S. and Franco, O.L. (2022) 
Antimicrobial peptides controlling resistant bacteria 
in animal production. Front. Microbiol., 13: 874153.

6.	 Georganas, A., Graziosi, G., Catelli, E. and Lupini, C. 
(2024) Salmonella enterica serovar infantis in broiler 
chickens: A  systematic review and meta-analysis. 
Animals (Basel), 14(23): 3453.

7.	 Velhner, M., Milanov, D. and Kozoderović, G. (2018) 
Salmonella spp. in poultry: A constant challenge and 
new insights. J. Hell. Vet. Med. Soc., 69(2): 899–910.

8.	 Mughini-Gras, L., van Hoek, A.H.A.M., Cuperus,  T., 
Dam-Deisz, C., van Overbeek, W., van den Beld, M., 
Wit, B., Rapallini, M., Wullings, B., Franz, E., van 
der Giessen, J., Dierikx, C. and Opsteegh, M. 
(2021) Prevalence, risk factors and genetic traits 
of Salmonella infantis in Dutch broiler flocks. Vet. 
Microbiol., 258: 109120.

9.	 Newton, K., Gosling, B., Rabie, A. and Davies, R. 

(2020) Field investigations of multidrug-resistant 
Salmonella infantis epidemic strain incursions into 
broiler flocks in England and Wales. Avian Pathol., 
49(6): 631–641.

10.	 Ospina-Barrero, M.A., Borsoi, A., Peñuela-Sierra, L.M. 
and Varon-Lopez, M. (2021) Cama de aves de corral 
un factor importante en la seguridad alimentaria. 
Biotecnol. Sect. Agropec. Agroind., 19(2): 234–250.

11.	 Bonilla-Caballero, M.A., Lozano-Puentes, M.P., 
Ospina, M.A. and Varón-López, M. (2022) First 
report of multidrug-resistant Salmonella infantis 
in broiler litter in Tolima, Colombia. Vet. World, 
15(6): 1557–1565.

12.	 European Union (EU). (2007) Council Directive 
2007/43/EC laying down minimum rules for the 
protection of chickens kept for meat production. 
Official J. Eur. Union, 182: 19–28.

13.	 De Cesare, A., Caselli, E., Lucchi, A., Sala, C., 
Parisi,  A., Manfreda, G. and Mazzacane, S. (2019) 
Impact of a probiotic-based cleaning product on the 
microbiological profile of broiler litters and chicken 
caeca microbiota. Poult. Sci., 98(9): 3602–3610.

14.	 Hidalgo, D., Corona, F. and Martín-Marroquín,  J.M. 
(2022) Manure biostabilization by effective 
microorganisms as a way to improve its agronomic 
value. Biomass Convers. Biorefin., 12(4): 4649–4664.

15.	 Barbieri, N.L., Oliveira, A.L.D., Tejkowski, T.M., 
Pavanelo, D.B., Rocha, D.A., Matter, L.B., 
Callegari-Jacques, S.M., de Brito, B.G. and Horn, F. 
(2013) Genotypes and pathogenicity of cellulitis 
isolates reveal traits that modulate APEC virulence. 
PLoS One, 8(8): e72322.

16.	 Andrews, S. (2022) FastQC: A  Quality Control Tool 
for High Throughput Sequence Data. Available 
from: https://www.bioinformatics.babraham.ac.uk/
projects/fastqc Retrieved on 01-06-2023.

17.	 Bolger, A.M., Lohse, M. and Usadel, B. (2014) 
Trimmomatic: A  flexible trimmer for Illumina 
sequence data. Bioinformatics, 30(15): 2114–2120.

18.	 Zimin, A.V., Marçais, G., Puiu, D., Roberts, M., 
Salzberg,  S.L. and Yorke, J.A. (2013) The MaSuRCA 
genome assembler. Bioinformatics, 29(21): 2669–2677.

19.	 Gurevich, A., Saveliev, V., Vyahhi, N. and Tesler, G. 
(2013) QUAST: Quality assessment tool for genome 
assemblies. Bioinformatics, 29(8): 1072–1075.

20.	 Torsten, S. (2014) Prokka: Rapid prokaryotic genome 
annotation. Bioinformatics, 30(14): 2068–2069.

21.	 Bortolaia, V., Kaas, R.S., Ruppe, E., Roberts, M.C., 
Schwarz, S., Cattoir, V., Philippon, A., Allesoe,  R.L., 
Rebelo, A.R., Florensa, A.F., Fagelhauer, L., 
Chakraborty, T., Neumann, B., Werner, G., 
Bender,  J.K., Stingl, K., Nguyen, M., Coppens,  J., 
Xavier,  B.B., Malhotra-Kumar, S., Westh, H., 
Pinholt,  M., Anjum,  M.F., Duggett, N.A., Kempf, I., 
Nykäsenoja, S., Olkkola, S., Wieczorek, K., Amaro, A., 
Clemente, L., Mossong, J., Losch, S., Ragimbeau, C., 
Lund, O. and Aarestrup, F.M. (2020) ResFinder 4.0 
for predictions of phenotypes from genotypes. 
J. Antimicrob. Chemother., 75(12): 3491–3500.

22.	 De Nies, L., Lopes, S., Busi, S.B., Galata, V., 



doi: 10.14202/vetworld.2025.1127-1136

1135

Heintz-Buschart, A., Laczny, C.C. May, P. and Wilmes, P. 
(2021) PathoFact: A  pipeline for the prediction of 
virulence factors and antimicrobial resistance genes 
in metagenomic data. Microbiome, 9(1): 49.

23.	 Clinical and Laboratory Standards Institute. 
(2017) Performance Standards for Antimicrobial 
Susceptibility Testing. CLSI Supplement M100. 
27th ed. CLSI Supplement M100, Wayne, PA.

24.	 Balouiri, M., Sadiki, M. and Ibnsouda S.K. (2016) 
Methods for in vitro evaluating antimicrobial activity: 
A review. J. Pharm. Anal., 6(2): 71–79.

25.	 Lertcanawanichakul, M. and Sawangnop, S. (2008) A 
comparison of two methods used for measuring the 
antagonistic activity of Bacillus species. Walailak J. 
Sci. Technol., 5(2): 161–171.

26.	 Macklin, K.S., Hess, J.B. and Bilgili, S.F. (2008) In-house 
windrow composting and its effects on foodborne 
pathogens. J. Appl. Poult. Res., 17(1): 121–127.

27.	 ISO 4833-1, ISO 4833-1:2013. (2013) Microbiology 
of the Food Chain--Horizontal Method for the 
Enumeration of Microorganisms  -  Part  1: Colony 
Count at 30 Degrees C by the Pour Plate Technique.

28.	 ISO 21528-2:2017. (2017) Microbiology of the Food 
Chain-Horizontal Method for the Detection and 
Enumeration of Enterobacteriaceae-Part  2: Colony-
Count Technique. ISO, Geneva, Switzerland.

29.	 ISO 6579-1:2017. (2017) Microbiology of the 
Food Chain-Horizontal Method for the Detection, 
Enumeration and Serotyping of Salmonella-Part  1: 
Detection of Salmonella spp. ISO, Geneva, Switzerland.

30.	 Yamasaki, S., Fujioka, T., Hayashi, K., Yamasaki, S., 
Hayashi-Nishino, M. and Nishino K. (2016) Phenotype 
microarray analysis of the drug efflux systems in 
Salmonella enterica serovar Typhimurium. J. Infect. 
Chemother., 22(11): 780–784.

31.	 Aleksandrowicz, A., Carolak, E., Dutkiewicz, A., 
Błachut, A., Waszczuk, W. and Grzymajlo, K. (2023) 
Better together-Salmonella biofilm-associated 
antibiotic resistance. Gut. Microbes, 15(1): 2229937.

32.	 Lories, B., Roberfroid, S., Dieltjens, L., De Coster, D., 
Foster, K.R. and Steenackers, H.P. (2020) Biofilm 
bacteria use stress responses to detect and respond 
to competitors. Curr. Biol., 30(7): 1231–1244.

33.	 Chaudhari, R., Singh, K. and Kodgire, P. (2023) 
Biochemical and molecular mechanisms of antibiotic 
resistance in Salmonella spp. Res. Microbiol., 
174(1–2): 103985.

34.	 Karacan Sever, N. and Akan, M. (2019) Molecular 
analysis of virulence genes of Salmonella infantis 
isolated from chickens and turkeys. Microb. Pathog., 
126: 199–204.

35.	 Groisman, E.A., Duprey, A. and Choi, J. (2021) How 
the PhoP/PhoQ system controls virulence and 
Mg2+ homeostasis: Lessons in signal transduction, 
pathogenesis, physiology, and evolution. Microbiol. 
Mol. Biol. Rev., 85(3): e0017620.

36.	 Badie, F., Saffari, M., Moniri, R., Alani, B., Atoof, F., 
Khorshidi, A. and Shayestehpour M. (2021) The 
combined effect of stressful factors (temperature and 
pH) on the expression of biofilm, stress, and virulence 

genes in Salmonella enterica ser. Enteritidis and 
Typhimurium. Arch. Microbiol., 203(7): 4475–4484.

37.	 Zhou, G., Zhao, Y., Ma, Q., Li, Q., Wang, S. and Shi, H. 
(2023) Manipulation of host immune defenses by 
effector proteins delivered from multiple secretion 
systems of Salmonella and its application in vaccine 
research. Front. Immunol., 14: 1152017.

38.	 Abdel-Daim, A., Hassouna, N., Hafez, M., Ashor, M.S.A. 
and Aboulwafa, M.M. (2013) Antagonistic activity 
of Lactobacillus isolates against Salmonella typhi 
in vitro. Biomed. Res. Int., 2013(1): 680605.

39.	 Vinueza-Burgos, C., Baquero, M., Medina, J. and 
De, Zutter, L. (2019) Occurrence, genotypes and 
antimicrobial susceptibility of Salmonella collected 
from the broiler production chain within an integrated 
poultry company. Int. J. Food Microbiol., 299: 1–7.

40.	 Medina-Santana, J.L., Ortega-Paredes, D., 
de, Janon, S., Burnett, E., Ishida, M., Sauders, B. and 
Vinueza-Burgos C. (2022) Investigating the dynamics 
of Salmonella contamination in integrated poultry 
companies using a whole genome sequencing 
approach. Poult. Sci., 101(Suppl 2): 101611.

41.	 Machado Junior, P.C., Chung, C. and Hagerman,  A. 
(2020) Modeling Salmonella spread in broiler 
production: Identifying determinants and control 
strategies. Front. Vet. Sci., 7: 564.

42.	 Oladeinde, A., Abdo, Z., Zwirzitz, B., Woyda,  R., 
Lakin,  S.M., Press, M.O., Cox, N.A., Thomas,  J.C. 
4th, Looft, T., Rothrock, M.J. Jr., Zock, G., 
Plumblee  Lawrence, J., Cudnik, D., Ritz, C., 
Aggrey, S.E., Liachko, I., Grove, J.R. and Wiersma, C. 
(2022) Litter commensal bacteria can limit the 
horizontal gene transfer of antimicrobial resistance 
to Salmonella in chickens. Appl. Environ. Microbiol., 
88(9): p. e02517–21.

43.	 Błażejewska, A., Zalewska, M., Grudniak, A. and 
Popowska, M.A. (2022) Comprehensive study of the 
microbiome, resistome, and physical and chemical 
characteristics of chicken waste from intensive farms. 
Biomolecules, 12(8): 1132.

44.	 Wang, L., Lilburn, M. and Yu, Z. (2016) Intestinal 
microbiota of broiler chickens as affected by litter 
management regimens. Front. Microbiol., 7: 593.

45.	 La-Ongkhum, O., Pungsungvorn, N., 
Amornthewaphat, N. and Nitisinprasert, S. (2011) 
Effect of the antibiotic avilamycin on the structure of 
the microbial community in the jejunal intestinal tract 
of broiler chickens. Poult. Sci., 90(7): 1532–1538.

46.	 Yu, G.H., Peng, H.F. and Wang, A.Y. (2021) Research 
progress of avilamycin biosynthesis. Chin. J. 
Biotechnol., 41: 94–102.

47.	 Liao, S.F. and Nyachoti, C.M. (2017) Using probiotics 
to improve swine gut health and nutrient utilization. 
Anim. Nutr., 3(4): 331–343.

48.	 Mathur, H., Field, D., Rea, M.C., Cotter, P.D., Hill, C. 
and Ross R.P. (2017) Bacteriocin-antimicrobial 
synergy: A  medical and food perspective. Front. 
Microbiol., 8: 1205.

49.	 Roll, V.F.B., Lopes, L.L., Gonçalves, F.M., Anciuti, M., 
Leite, F.L., Corrêa, E.K. and Xavier, E.G. (2008) 



doi: 10.14202/vetworld.2025.1127-1136

1136

Condição microbiológica de cama tratada com 
Impact P® em matrizes de frangos de corte. Cienc. 
Rural, 38(9): 2650–2653.

50.	 Shafi, J., Tian, H. and Ji, M. (2017) Bacillus species 
as versatile weapons for plant pathogens: A review. 
Biotechnol. Biotechnol. Equip., 31(3): 446–459.

51.	 Mukherjee, A., Chandra, G. and Ghosh, K. (2019) 
Single or conjoint application of autochthonous 
Bacillus strains as potential probiotics: Effects on 
growth, feed utilization, immunity and disease 
resistance in Rohu, Labeo rohita (Hamilton). 
Aquaculture, 512: 734302.

52.	 Merino, L., Trejo, F.M., De Antoni, G. and 
Golowczyc,  M.A. (2019) Lactobacillus strains inhibit 
biofilm formation of Salmonella sp. isolates from 
poultry. Food Res Int., 123: 258–265.

53.	 Camargo, A.C., Todorov, S.D., Chihib, N.E., Drider, D. 
and Nero, L.A. (2018) Lactic Acid Bacteria (LAB) and 
their bacteriocins as alternative biotechnological 
tools to control Listeria monocytogenes biofilms 
in food processing facilities. Mol. Biotechnol., 
60(9): 712–726.

54.	 Kers, J.G., Fischer, E.A., Stegeman, J.A, Smidt, H. and 
Velkers, F.C. (2019) Comparison of different invasive 
and non-invasive methods to characterize intestinal 
microbiota throughout a production cycle of broiler 
chickens. Microorganisms, 7(10): 431.

55.	 Van Elsas, J.D., Chiurazzi, M., Mallon, C.A., 
Elhottovā,  D., Krištůfek, V. and Salles, J.F. (2012) 
Microbial diversity determines the invasion of soil by 
a bacterial pathogen. Proc. Natl. Acad. Sci. U. S. A., 
109(4): 1159–1164.

56.	 Gehring, V.S., Santos, E.D., Mendonça, B.S., 
Santos,  L.R., Rodrigues, L.B., Dickel, E.L., Daroit, L. 
and Pilotto, F. (2020) Alphitobius diaperinus control 
and physicochemical study of poultry litters treated 
with quicklime and shallow fermentation. Poult. Sci., 
99(4): 2120–2124.

57.	 Bucher, M.G., Zwirzitz, B., Oladeinde, A., Cook, K., 
Plymel, C., Zock, G., Lakin, S., Aggrey, S.E., Ritz, C., 
Looft, T., Lipp, E., Agga, G.E., Abdo, Z. and Sistani, K.R. 
(2020) Reused poultry litter microbiome with 
competitive exclusion potential against Salmonella 
Heidelberg. J. Environ. Qual., 49(4): 869–881.

********


