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Abstract: Bacillus cereus is a foodborne pathogen that has a widespread presence in the environment and frequently found in foods 
especially in dairy products. Raw milk contaminated with B. cereus could be the cause of its widespreadness in the environment. 
In this study, it was aimed to determine the genotypes, biofilm formation, antimicrobial susceptibilities, and antibiotypes of B. 
cereus isolates from raw milk. For this aim, B. cereus isolated and identified from 10 of 250 raw milk samples were investigated. 
Biofilm forming abilities were determined in vitro by Congo Red Agar Method. Kirby Bauer Disc Diffusion Method was used for 
determining the antibiotic susceptibilities of the isolates. According to the antibiotic susceptibility results, quantitative antibiotyping 
was implemented. Genotyping of the isolates were performed by RAPD-PCR. Biofilm formation was determined in 40% of the 
isolates. The resistances against amoxicillin-clavulanic acid, gentamicin, erythromycin, vancomycin, chloramphenicol, tetracycline, 
trimethoprim-sulfamethoxazole were determined in 100%, 0%, 30%, 0%, 0%, 0%, and 50% of the isolates, respectively. In the 
quantitative antibiotyping, the isolates showed similarity between 0.75 to 1.00. The phylogenetic similarities were calculated between 
29% to 82%. In conclusion, raw milks might threat the public health because of having potential of containing the antibiotic resistant 
B. cereus.
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Çiğ Süt Kökenli Bacillus cereus İzolatlarının Biyofilm Oluşturma, 
Antibakteriyel Direnç ve Genotiplerinin Belirlenmesi

Öz: Bacillus cereus, doğal ortamlarda yaygın olarak bulunan, gıdalarda, özellikle süt ürünlerinde sıklıkla bulunan, gıda kaynaklı 
patojendir. Çiğ süt, çevrede yaygın olarak bulunmasından dolayı B. cereus ile kolaylıkla kontamine olmaktadır. Bu çalışmada çiğ sütten 
izole edilen B. cereus izolatlarının genotip, biyofilm, antimikrobiyal duyarlılıkları ve antibiyotiplerinin belirlenmesi amaçlandı. Bu 
amaçla 250 adet çiğ süt örneğinden izole ve identifiye edilen 10 adet B. cereus izolatı incelendi. Biyofilm oluşturma yetenekleri Kongo 
Red Agar Metodu ile belirlendi. İzolatların antibiyotik duyarlılıklarının belirlenmesinde Kirby Bauer Disk Difüzyon testi kullanıldı. 
Antibiyotik duyarlılık sonuçlarına göre kantitatif antibiyotiplendirme gerçekleştirildi. İzolatların genotiplendirilmesi RAPD-PCR ile 
yapıldı. Suşların %40’ında biyofilm oluşumu saptandı. İzolatların amoksisilin-klavulanik asit, gentamisin, eritromisin, vankomisin, 
kloramfenikol, tetrasiklin, trimetoprim-sülfametoksazol dirençleri sırasıyla %100, %0, %30, %0, %0, %0 ve %50 olarak belirlendi. 
Kantitatif antibiyotiplendirme sonucunda izolatlar 0,75 ile 1,00 arasında benzerlik gösterdi. Filogenetik benzerlikler %29 ile %82 
arasında hesaplandı. Sonuç olarak, çiğ sütler antibiyotiğe dirençli B. cereus içerme potansiyeline sahip olduğundan halk sağlığını tehdit 
edebilir bulunmuştur.
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Introduction 
Composition of raw milk is a key point that influence 
the quality of milk and milk products. Microbiological 
ingredients play a major role in spoilage of raw milk. Some 
of the microorganisms, such as Bacillus cereus, affect on the 
safety and quality of raw milk [1]. B. cereus is a foodborne 
pathogen spread in environment and found in foods 
especially in dairy products [2]. The contamination of B. 
cereus has a higher rate than the other foodborne pathogens 
and its growth resulted to various dairy defects [3,4]. 
B. cereus remains a problem for dairy products in terms 
of shelf life and public health safety. Food and Agriculture 
Organization of the United Nations/World Health 
Organization (FAO/WHO) announced that B. cereus is 
the third agent reason of communal foodborne infections 
in Europe. In 2016, European Union announced that 5.5% 
of the outbreaks by foodborne pathogens are related to 
Bacillus [5]. The goal of dairy producers is to supply good 
quality products, but psychrotrophic bacteria in raw milk 
complicates this goal.

Microorganisms in milk have the ability like adhering and 
aggregating on stainless steel surfaces, resulted by biofilm 
formation in storage tanks and process surfaces. Adhesive 
biofilms formed by B. cereus can provide a source of 
contamination during production and processing. Biofilm 
formation increases the risk of cross-contamination 
by negatively affecting shelf life and reliability of dairy 
products. The structure of the biofilm also increases the 
resistance to immune system and antimicrobial agents as 
well as causes mechanical damage [6]. B. cereus can adhere 
to a wide variety of materials used in food processes to 
form biofilms. Biofilms often cannot be removed during 
Cleaning in Places (CIP) procedures. This makes B. cereus 
a foodborne pathogen causing deterioration of food 
quality and health hazards. Bacillus spp. can form resistant 
biofilms. This can result in continued contamination and 
is a significant risk for food quality and safety [7]. 

It is important not only to indicate the presence of B. 
cereus in foods, but also to detect disease-causing factors. 
Except beta-lactam antibiotics, most of the B. cereus 
isolates are susceptible to commonly used antimicrobial 
agents [8]. Antibiotic-resistant B. cereus strains are the 
cause of horizontal gene transfer [4]. B. cereus can also 
cause problems in the dairy industry due to its resistance 
to disinfectants. Establishing a B. cereus antibiotic 
resistance profile is important for public health [9,10]. 
Reports announced that B. cereus isolated from different 
foods are resistant to many antibiotics like ceftriaxone, 
tetracycline, streptomycin, trimethoprim, ampicillin, 
and penicillin. It is important to determine the resistance of 
foodborne B. cereus to antibiotics in order to better manage 
infectious diseases [11]. Mobile genetic elements lead to 
the spread of antibiotic resistance between Bacillus and 

the other pathogens through horizontal gene transfer [12]. 
Investigation of antibiotic resistance of B. cereus is 
important for food safety and public health. 

Genome analyzes reveal that B. cereus was activated 
in protein metabolism, suggesting the adaptation of B. 
cereus to a symbiotic or parasitic life cycle. Evaluation of 
the relationships of microbial changes through chemical 
analyzes or analytical technologies should allow for 
the identification of the metabolic activity of the active 
degradation microbiota [13]. Methods for genotyping of 
B. cereus have been reported as multiple-locus variable-
number tandem repeat analysis (MLVA), amplified 
fragment length polymorphism (AFLP), repetitive 
element palindromic-PCR (rep-PCR), and randomly 
amplified polymorphic DNA PCR (RAPD-PCR) [9]. 
Molecular biology methods determine the specific genes of 
B. cereus and it is time-saving and highly specific, but have 
difficulties like equipment and personnel needs and in 
achieving constant temperature sensing. Methods based 
on PCR like RAPD-PCR are more common in use [14]. 
The VITEK2 BCL card method has made significant 
progress in the reliable identification of Bacillus spp. 
and related genera [15]. This method is an automatic 
microbial identification system that provides accurate 
and reproducible results, and is also a fast and reliable 
application for pathogen identification. The VITEK2 
method is advantageous over PCR [16,17].

The aim of this study was to determine the biofilm 
formation, antimicrobial resistance, genotypes and 
antibiotypes of B. cereus strains isolated from raw milk. 

Material and Methods
Isolation and Identification of B. cereus

Raw milk samples (n=250) from İzmir, Türkiye were brought 
to Bornova Veterinary Control Institute, Bacteriology 
Laboratory under cold chain conditions. 

The raw milk samples were plated onto Columbia Agar 
(5% sheep blood, Liofilchem) and incubated at 37°C for 
24-48 h. After the incubation period, colonies with strong 
β-hemolytic activity were applied Gram staining [18]. 
Gram-positive bacilli colonies were purified and then 
identified with the BCL ready card on the VITEK 2 
(bioMérieux) instrument [16]. 

The identifications of the isolates were confirmed by  
PCR. The specific motB gene targeting PCR for the 
identification of B. cereus was carried out with the 
protocol as reported [19]. The presence of a 575 bp band 
after imaging was considered positive for B. cereus.

Determination of Biofilm Formation

Biofilm formation of isolates was detected in vitro by 
Congo Red Agar (CRA) method. CRA method was carried 
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out with the reported method [20]. By taking a single colony 
from the pure colonies in Trypticase Soy Agar (TSA), it 
was inoculated to CRA, and incubated at 37°C for 24-48 h 
under aerobic conditions. After incubation, color changes 
were observed. Isolates forming black-gray colony on CRA 
were determined as positive for the biofilm production 
and the pink-red colonies were determined as negative.  

Determination of Antimicrobial Resistance and 
Antibiotyping

Antimicrobial resistances of B. cereus isolates were tested 
by Kirby-Bauer Disc Diffusion Method. A bacterial 
suspension was prepared from fresh cultures of the isolates 
in Physiological Buffer Solution (PBS) with a density of 
0.5 McFarland. The prepared suspension (100 µL) was 
inoculated on Mueller Hinton Agar (MHA) surface. 
The 7 antibiotics including chloramphenicol (30 µg), 
erythromycin (15 µg), gentamicin (30 µg), vancomycin (5 
µg), trimethoprim-sulfamethoxazole (25 µg), amoxicillin-
clavulanic acid (20 µg/10 µg) and tetracycline (30 µg) 
were selected. Antibiotic discs were placed on the 
medium and incubated at 37°C for 24 h. Zone diameters 
formed after incubation period were measured and 
evaluated according to Clinical and Laboratory Standards 
Institute (CLSI) 2020 (for chloramphenicol, gentamicin, 
trimethoprim-sulfamethoxazole, tetracycline), CLSI 2012 
(for amoxicillin-clavulanic acid) and to the European 
Committee on Antimicrobial Susceptibility Testing 
(EUCAST) 2023 (for erythromycin, vancomycin) guidelines. 
The interpretive categories and zone diameter breakpoints 
of the antibiotics (except erythromycin and vancomycin) 
against S. aureus ATCC 25923 were used for testing 
resistances of the isolates according to CLSI guidelines. 
For erythromycin and vancomycin breakpoints against 
Bacillus spp., EUCAST guideline was used [10,21-23]. 

The antibiotyping was performed according to the 
resistance profiles of the strains by means of the 
Unweighted Pair Group Method using arithmetic 
averages (UPGMA) cluster analysis, and the dendrogram  
was created for evaluation of relatedness between the 
strains [24,25]. For this method, the antibiotic resistance 
patterns were recorded to a table as susceptible (S), 
intermediate resistant (I) or resistant (R) for each 
antibiotics tested. This table was converted to a figure 
showing bands like a genotyping pattern. Then, this figure 
was analyzed in commercial band analyzes software (e.g. 
Quantitity One, BioRad). The phylophenotypic tree were 
drawn with using the software depending on the antibiotic 
resistance profiles.

Genotyping of Bacillus cereus  

The ERIC-2 (Enterobacterial Repetitive Intergenic 
Consensus-2) primer (5’-AAG TAA GTG ACT GGG 
GTG AGC G-3’) was used to evaluate RAPD-PCR 

patterns of B. cereus isolates. For PCR, a 25 µl RAPD 
master mix containing 1X PCR Buffer, 2.5 mM MgCl2, 
200 µM each dNTP, 2.5 U Taq DNA polymerase, 25 
pmol primer and 5 µL template DNA was prepared. This 
mixture was pre-denatured for 5 min at 94°C followed 
at 94°C by 1 min denaturation, at 40°C 1 min bonding, 
at 72°C 3 min elongation at 40 cyclus and for 7 min at 
72°C were subjected to amplification at final elongation 
conditions. Amplification products were visualized by UV 
transilluminator with 1.5% agarose gel electrophoresis 
containing ethidium bromide (2 μg/mL) [26]. The UPGMA 
clustering method was used to generate dendrograms of 
RAPD patterns by using image analysis program. Genetic 
relationship between the isolates was also evaluated by 
considering the 70% similarity coefficient.

Results
Isolation and Identification of B. cereus

The Gram-positive bacilli colonies were purified after 
incubation period, and identified with BCL ready card on 
VITEK 2 (bioMérieux) instrument. The identifications 
of the isolates were confirmed by PCR, and all 10 isolates 
gave specific bands of 575 bp for B. cereus (Fig. 1).  B. 

cereus was isolated and identified from 10 of 250 raw milk 
samples at the rate of 4%. 

Determination of Biofilm Formation

Biofilm formations of B. cereus isolates (n=10) were 
evaluated with CRA method.  It was determined that 4 of 
10 B. cereus isolates at the percentage of 40% had biofilm 
activity.   

Determination of Antimicrobial Resistance and 
Antibiotyping

B. cereus isolates were tested for antimicrobial resistance 
profiles against 7 selected antibiotics. All the isolates 
(n=10) were susceptible to chloramphenicol, gentamicin, 

Fig 1. Confirmation of identifications by PCR. M: marker, 1-6: B. cereus 
isolates, N: negative control (Escherichia coli)
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tetracycline and vancomycin as well as resistant to 
amoxicillin-clavulanic acid (Table 1). After determining 
antibiotic resistance/susceptibility status of the isolates, 
their phylophenotypicv similarities were determined by 
considering the resistance to the relevant antibiotics. The 
phylophenotypicv similarities of B. cereus isolates were 
calculated and they showed 75-100% similarity (Fig. 2). 
The phylophenotypic relationship between isolates was 
evaluated by considering the 70% similarity coefficient. 

As the result of the evaluation, it was determined that 
isolates had 1 multiple antibiotype (AA). 

Genotyping of Bacillus cereus  

The phylogenetic analysis of B. cereus isolates by RAPD-
PCR for genotyping was determined that the isolates 
showed similarity between 29-82% (Fig. 3). Genetic 
relationships among isolates were evaluated by considering 
the 70% similarity coefficient. It was determined that 

Table 1. Antibiotic resistance/susceptibility of 10 Bacillus cereus isolates in this study

Antibiotic
Susceptible* Intermediate** Resistant***

n % n % n %

Amoxicillin-Clavulanic acid           0 0 0 0 10 100

Gentamicin 10 100 0 0 0 0

Erythromycin  7 70 0 0 3 30

Vancomycin 10 100 0 0 0 0

Chloramphenicol 10 100 0 0 0 0

Tetracycline 10 100 0 0 0 0

Trimethoprim-sulfamethoxazole 2 20 3 30 5 50

*Susceptible: indicates the diameter of inhibition zone (DIZ) against B. cereus strain was larger than the 
quality control strain; **Intermediate: indicates the DIZ against B. cereus strain was between SUS and 
RES; ***Resistant: indicates the DIZ against B. cereus strain was less than the quality control strain

Fig 2. Dendrogram of 10 Bacillus cereus isolates according to their antibiotic 
susceptibility profiles 

Fig 3. Dendrogram of 10 Bacillus cereus isolates after phylogenetic analysis for genotyping 
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isolates had 8 single genotypes (RA-RH) and 1 multiple 
genotype (RI). It was observed that 2 isolates in the RI 
multiple genotypes showed 82% similarity.

Discussion
B. cereus has long been a health threat to human and 
animals, also have a significant impact on the food 
industry and agriculture [2,27]. B. cereus can cause hygiene 
problems and economic losses due to the deterioration of 
dairy products and sticking on process equipment [3]. B. 
cereus can weaken the bactericidal effect of disinfectants [10]. 
B. cereus has a higher contamination ability than 
other foodborne pathogens [4]. B. cereus isolates from 
pasteurized milk placed in same cluster, indicates that 
they came from a similar source, on the other hand raw 
milk isolates varied at a level showing different sources [28]. 
The studies can determine the distribution and genetic 
diversity of B. cereus strains found in raw milk and can 
provide a theoretical basis for controlling potential harms 
of this pathogen in dairy and dairy products [29]. In this 
study, B. cereus was detected in 10 of 250 raw milk samples 
at the rate of 4%. Compared to previous studies, it is the 
lowest contamination level of raw milk samples compared 
with 6.66% in a cheese plant at Alexandria [30], 9.8% in 
dairy farms in China [31], 23.3% in 60 raw milk samples [1], 
26% in China [4], 29.5% in milk samples from the dairy 
animals [32], 33.3% in Guangxi, Yunnan, and Guizhou, 
the provinces of China [10], 37.5% in household milk 
from dairy environments [33], 40% in Pakistan [34], 40% in 
Zagazig city [35], 47% in Ghana [36],  and 85% in Egypt [37].

In our research, it was determined that 4 of the 10 B. cereus 
isolates at the percentage of 40% had biofilm activity. 
Compared to previous studies, it is lower compared with 
the isolates in Victoria, Australia those had 53.7% biofilm 
forming ability [28]. In a previous study, they measured the 
ability to form biofilms of 5 groups of B. cereus with 41 
ST (sequence type) on stainless-steel tubes [10]. In another 
study, all the isolates of B. cereus bacteria were selected 
to verify biofilm formation ability in microtiter plates and 
results showed that all isolates (100%) could form biofilm. 
Data highlights that dairy industry needs to reinforce 
control in the initial quality of raw material and in CIP 
cleaning applications [38]. 

In this study, it was determined that all isolates were 
susceptible to chloramphenicol, gentamicin, tetracycline 
and vancomycin as well as resistant to amoxicillin-
clavulanic acid. Compared to a previous study, B. cereus 
isolates had resistance to amoxicillin at the rate of 80% 
whereas our rate was 100%. The isolates were susceptible to 
erythromycin, vancomycin at the rates of 100%, 93.33% [35] 

respectively, whereas our rates were respectively 70% and 
100%. In another study, B. cereus isolates showed resistance 
to amoxicillin and tetracycline with 68.9% and 51.1% [33] 

whereas our rates were 100% and 0%, respectively. The 
study in Ghana presented that, B. cereus isolates were 
resistant to amoxicillin at the rate of 100% that was same 
in our study. The isolates susceptible to gentamicin and 
chloramphenicol at the rates 100% and 99% [36] whereas 
similar to our study 100% and 100%, respectively. The 
study in Southwestern China introduced that all isolates 
were susceptible to gentamicin and chloramphenicol [10] 
same as in our study. The antibiotic susceptibility of 54 B. 
cereus isolates to 17 antibiotics was tested and all isolates 
were determined susceptible to chloramphenicol and 
gentamicin [4] same as our study. Isolates were susceptible 
to tetracycline, trimethoprim-sulfamethoxazole, erythro-
mycin at the rates of 98.15%, 85.18% and 83.33% [4] 
whereas 100%, 20% and 70% in our study, respectively. 
Accept trimethoprim-sulfamethoxazole, the other rates 
are quite similar with our study. In another study, B. cereus 
isolates were susceptible to gentamicin at the rate of 100% 
as same in our study [39].   

The phylogenetic analysis of B. cereus isolates determined 
that the isolates showed similarity between 29-82%. It was 
determined that the isolates had 8 single genotypes (RA-
RH) and 1 multiple genotype (RI). It was observed that 2 
isolates in the RI multiple genotype showed 82% similarity. 
A previous study determined that the 96 B. cereus strains 
containing 41 ST (sequence type) were divided into 5 
clusters using 90% similarity for the critical threshold [10]. 
Another study presented that 56 B. cereus strains were 
detected from 300 environmental samples and 50 raw 
milk samples divided into 18 sequence types (STs) using 
multilocus sequence typing method. The results could 
reveal the distribution and genetic diversity of B. cereus 
strains in raw milk and cattle farm environments, and 
provide a theoretical basis for controlling the potential 
harm of these pathogenic bacteria in dairy products [29]. 
It was presented that 54 strains of B. cereus isolates were 
divided into 24 ST in raw milk samples. An elaborated 
phylogenetic relationship of the 54 B. cereus strains was 
clustered into 3 groups. The results showed no obvious 
association between B. cereus genotype and collection 
regions [4]. A previous study introduced that 14 sequence 
types of B. cereus were found in raw bovine milk samples 
and all isolates in the research and 13 selected reference 
strains showed phylogenetic relationship [40].

As the biofilm formation ability positive strains (no. 
3,6,7,9) were evaluated, it was determined that the 
phylophenotypic similarities of antibiotic resistance/
susceptibility of the strains 3 and 9 showed 100% similarity 
while their genetic relationship showed 29% similarity. 
The strains 6 and 7 showed 64% genetic similarity while 
their phylophenotypic similarity of antibiotic resistance/
susceptibility was determined as 75% similarity. The 
strains 2 and 8 which were biofilm formation ability 
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negative, showed the highest genetic similarity rate as 
82% while their phylophenotypic similarity of antibiotic 
resistance/susceptibility was 100%.  

In conclusion, the widespread presence in the natural 
environment, high biofilm formation ability, resistance to 
heat treatment and antibiotics make B. cereus an important 
bacterium to follow in terms of public health. B. cereus 
shows a wide diversity from raw milk to the final product. 
In order to reduce the risks of this foodborne pathogen 
in terms of raw milk, dairy products and public health, 
it is very important to implement sanitation rules at all 
stages from raw milk to the final product. Determination 
of critical control points such as transport tanks, storage 
tanks, production equipment, in places and personnel 
from the raw milk stage to the final product stage and the 
implementation of sanitation practices at these points is 
highly important against B. cereus contamination.
Availability of Data and Materials 

The authors declare that data supporting the study findings are also 
available from the corresponding author (S. Savaşan) on reasonable 
request.

Funding Support

This research received no grant from any funding agency/sector.

Ethical Statement

The study does not require ethical approval from Animal 
Experiments Local Ethics Committee Funding Support. 

Conflict of Interest

The authors declared that there is no conflict of interest.

Author Contributions

SS, ÇN, VEE and SS planned, designed and performed the 
analysis.  The manuscript was written by SS and SS. All authors 
have interpreted the data, revised the manuscript for contents, and 
approved the final version.

References
1. Liang L, Wang P, Qu T, Zhao X, Ge Y, Chen Y: Detection and 
quantification of Bacillus cereus and its spores in raw milk by qPCR, and 
distinguish Bacillus cereus from other bacteria of the genus Bacillus. Food 
Qual Saf, 6, 1-10, 2022. DOI: 10.1093/fqsafe/fyab035
2. Liu XY, Hu Q, Xu F, Ding SY, Zhu K: Characterization of Bacillus cereus 
in dairy products in China. Toxins (Basel), 12 (7):454, 2020. DOI: 10.3390/
toxins12070454
3. Kumari S, Sarkar PK: Bacillus cereus hazard and control in industrial 
dairy processing environment. Food Control, 69, 20-29, 2016. DOI: 10.1016/j.
foodcont.2016.04.012
4. Zhao S, Chen J, Fei P, Feng H, Wang Y, Ali MA, Li S, Jing H, Yang W: 
Prevalence, molecular characterization, and antibiotic susceptibility of 
Bacillus cereus isolated from dairy products in China. J Dairy Sci, 103 (5): 
3994-4001, 2020. DOI: 10.3168/jds.2019-17541
5. Vidic J, Chaix C, Manzano M, Heyndrickx M: Food sensing: Detection 
of Bacillus cereus spores in dairy products. Biosensors, 10 (3):15, 2020. DOI:  
10.3390/bios10030015
6. Kowalska J, MaĆkiw E, Stasiak M, Kucharek K, Postupolski J: Biofilm-
forming ability of pathogenic bacteria isolated from retail food in Poland. J 

Food Protect, 83 (12): 2032-2040, 2020. DOI: 10.4315/JFP-20-135
7. Angela MC, Tiziana C, Pierluigi ADC, Maria AG, Patrizia M, 
Alessandra D: Characterization of vegetative Bacillus cereus and Bacillus 
subtilis strains isolated from processed cheese products in an Italian dairy 
plant. Foods, 10 (11):2876, 2021. DOI: 10.3390/foods10112876
8. Park KM, Kim HJ, Jeong M, Koo M: Enterotoxin genes, antibiotic 
susceptibility, and biofilm formation of low-temperature-tolerant Bacillus 
cereus isolated from green leaf lettuce in the cold chain. Foods, 9 (3):249, 
2020. DOI: 10.3390/foods9030249
9. Ohkubo Y, Komori K, Uchida K, Motoshima H, Katano N: Seasonal 
variation in spore levels of Bacillus cereus and its psychrotrophic strains in 
raw milk in Hokkaido, Japan, and evaluation of strain diversity. Int Dairy J, 
97, 209-215, 2019. DOI: 10.1016/j.idairyj.2019.06.011
10. Chang Y, Xie Q, Yang J, Ma L, Feng H: The prevalence and 
characterization of Bacillus cereus isolated from raw and pasteurized buffalo 
milk in southwestern China. J Dairy Sci, 104 (4): 3980-3989, 2021. DOI: 
10.3168/jds.2020-19432
11. Yıbar A, Çetinkaya F, Soyutemiz E, Yaman G: Prevalence, enterotoxin 
production and antibiotic resistance of Bacillus cereus isolated from milk 
and cheese. Kafkas Univ Vet Fak Derg, 23 (4): 635-642, 2017. DOI: 10.9775/
kvfd.2017.17480
12. Zhai Z, Cui C, Li X, Yan J, Sun E, Wang C, Guo H, Hao Y: Prevalence, 
antimicrobial susceptibility, and antibiotic resistance gene transfer of 
Bacillus strains isolated from pasteurized milk. J Dairy Sci, 106 (1): 75-83, 
2022. DOI: 10.3168/jds.2022-22199
13. Moschonas G, Lianou A, Nychas GE, Panagou EZ: Spoilage potential of 
Bacillus subtilis in a neutral-pH dairy dessert. Food Microbiol, 95:103715, 
2021. DOI:  10.1016/j.fm.2020.103715
14. Zhou Z, Lan X, Zhu L, Zhang Y, Chen K, Zhang W, Xu W: Portable 
dual-aptamer microfluidic chip biosensor for Bacillus cereus based on 
aptamer tailoring and dumbbell-shaped probes. J Hazard Mater, 445:130545, 
2022. DOI:  10.1016/j.jhazmat.2022.130545
15. Halket G, Dinsdale AE, Logan NA: Evaluation of the VITEK2 BCL card 
for identification of Bacillus species and other aerobic endosporformers. Lett 
Appl Microbiol, 50, 120-126, 2010. DOI: 10.1111/j.1472-765X2009.02765.x 
16. Aboyadak IM, Sabry NM, Ali NG, El-Sayed HS: Isolation of 
Staphylococcus epidermidis, Bacillus cereus and Pseudomonas stutzeri from 
diseased European sea bass (Dicentrarchus labrax) for the first time in Egypt. 
Egypt J Aqua Biol Fish Artic, 11, 20 (4): 103-114, 2016. DOI: 10.21608/
ejabf.2016.11182
17. Khyralla H, Marouf S, Hanafy MH, Hussein A, Saad ASA, Yazeed 
HAE: Characterization of Lactobacillus species recovered from raw 
dromedary milk in relation to its antimicrobial activity. Int J Vet Sci, 11 (3): 
373-377, 2022. DOI: 10.47278/journal.ijvs/2021.087 
18. Fuchs E, Raab C, Brugger K, Ehling-Schulz M, Wagner M, Stessl B: 
Performance testing of Bacillus cereus chromogenic agar media for improved 
detection in milk and other food samples. Foods, 11 (3):288, 2022. DOI: 
10.3390/foods11030288
19. Oliwa-Stasiak K, Molnar CI, Arshak K, Bartoszcze M, Adley CC: 
Development of a PCR assay for identification of the Bacillus cereus group 
species. J Appl Microbiol, 108 (1): 266-273, 2010. DOI: 10.1111/j.1365-
2672.2009.04419.x 
20. Atshan SS, Shamsudin MN, Lung LT, Sekawi Z, Ghaznavi-Rad E, Pei 
CP: Comparative characterisation of genotypically different clones of MRSA 
in the production of biofilms. J Biomed Biotechnol, 201, 417-427, 2012. DOI: 
10.1155/2012/417247
21. CLSI: Performance Standards for Antimicrobial Susceptibility Testing. 
30th ed., CLSI Supplement M100.Wayne, PA: Clinical and Laboratory 
Standards Institute, 2020.
22. CLSI: Performance Standards for Antimicrobial Susceptibility Testing, 
12th ed., Wayne, PA: Clinical and Laboratory Standards Institute, 2012.
23. The European Committee on Antimicrobial Susceptibility Testing: 
Bacillus spp. calibration of zone diameter breakpoints to MIC values. Version 
2.1, February 2023. EUCAST Bacillus_v_2.1_February_2023.pdf; 2023.
24. Gülhan T, Boynukara B, Çiftci A, Söğüt MÜ, Fındık A: Determination 

https://academic.oup.com/fqs/article/doi/10.1093/fqsafe/fyab035/6501303

https://academic.oup.com/fqs/article/doi/10.1093/fqsafe/fyab035/6501303

https://academic.oup.com/fqs/article/doi/10.1093/fqsafe/fyab035/6501303

https://academic.oup.com/fqs/article/doi/10.1093/fqsafe/fyab035/6501303

https://www.mdpi.com/2072-6651/12/7/454
https://www.mdpi.com/2072-6651/12/7/454
https://www.mdpi.com/2072-6651/12/7/454
https://www.sciencedirect.com/science/article/pii/S0956713516301815
https://www.sciencedirect.com/science/article/pii/S0956713516301815
https://www.sciencedirect.com/science/article/pii/S0956713516301815
https://www.sciencedirect.com/science/article/pii/S0022030220301533?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0022030220301533?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0022030220301533?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0022030220301533?via%3Dihub
https://www.mdpi.com/2079-6374/10/3/15
https://www.mdpi.com/2079-6374/10/3/15
https://www.mdpi.com/2079-6374/10/3/15
https://www.sciencedirect.com/science/article/pii/S0362028X22103522?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0362028X22103522?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0362028X22103522?via%3Dihub
https://www.mdpi.com/2304-8158/10/11/2876
https://www.mdpi.com/2304-8158/10/11/2876
https://www.mdpi.com/2304-8158/10/11/2876
https://www.mdpi.com/2304-8158/10/11/2876
https://www.mdpi.com/2304-8158/9/3/249
https://www.mdpi.com/2304-8158/9/3/249
https://www.mdpi.com/2304-8158/9/3/249
https://www.mdpi.com/2304-8158/9/3/249
https://www.sciencedirect.com/science/article/pii/S0958694619301530
https://www.sciencedirect.com/science/article/pii/S0958694619301530
https://www.sciencedirect.com/science/article/pii/S0958694619301530
https://www.sciencedirect.com/science/article/pii/S0958694619301530
https://www.sciencedirect.com/science/article/pii/S0022030221001326?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0022030221001326?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0022030221001326?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0022030221001326?via%3Dihub
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_L_2094.pdf
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_L_2094.pdf
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_L_2094.pdf
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_L_2094.pdf
https://www.sciencedirect.com/science/article/pii/S0022030222006658?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0022030222006658?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0022030222006658?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0022030222006658?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S074000202030304X?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S074000202030304X?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S074000202030304X?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0304389422023391?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0304389422023391?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0304389422023391?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0304389422023391?via%3Dihub
https://academic.oup.com/lambio/article-abstract/50/1/120/6701228?redirectedFrom=fulltext
https://academic.oup.com/lambio/article-abstract/50/1/120/6701228?redirectedFrom=fulltext
https://academic.oup.com/lambio/article-abstract/50/1/120/6701228?redirectedFrom=fulltext
https://ejabf.journals.ekb.eg/article_11182.html
https://ejabf.journals.ekb.eg/article_11182.html
https://ejabf.journals.ekb.eg/article_11182.html
https://ejabf.journals.ekb.eg/article_11182.html
https://ejabf.journals.ekb.eg/article_11182.html
http://www.ijvets.com/pdf-files/Volume-11-no-3-2022/373-377.pdf
http://www.ijvets.com/pdf-files/Volume-11-no-3-2022/373-377.pdf
http://www.ijvets.com/pdf-files/Volume-11-no-3-2022/373-377.pdf
http://www.ijvets.com/pdf-files/Volume-11-no-3-2022/373-377.pdf
https://www.mdpi.com/2304-8158/11/3/288
https://www.mdpi.com/2304-8158/11/3/288
https://www.mdpi.com/2304-8158/11/3/288
https://www.mdpi.com/2304-8158/11/3/288
https://academic.oup.com/jambio/article/108/1/266/6719526
https://academic.oup.com/jambio/article/108/1/266/6719526
https://academic.oup.com/jambio/article/108/1/266/6719526
https://academic.oup.com/jambio/article/108/1/266/6719526
https://www.hindawi.com/journals/bmri/2012/417247/
https://www.hindawi.com/journals/bmri/2012/417247/
https://www.hindawi.com/journals/bmri/2012/417247/
https://www.hindawi.com/journals/bmri/2012/417247/
file:///D:\STEAM\EUCAST Bacillus_v_2.1_February_2023.pdf
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_L_1788.pdf


Research Article
271

SAVAŞAN, NUHAY, ERGÜDEN, SAVAŞAN

of biofilm production, genotype and antibiotic resistance profiles of 
Enterococcus feacium isolates originated from dog, cat and human. Kafkas 
Univ Vet Fak Derg, 21 (4): 553-561, 2015. DOI: 10.9775/kvfd.2015.12956 
25. Çiftci A, Onuk EE, Çiftci G, Fındık A, Söğüt MÜ, Didinen BI, Aksoy 
A, Üstünakın K, Gülhan T, Balta F, Altun S: Development and validation 
of glycoprotein-based native-subunit vaccine for fish against Aeromonas 
hydrophila. J Fish Dis, 39 (8): 981-992, 2016.  DOI: 10.1111/jfd.12499
26. Versalovic J, KoeuthT, Lupski JR: Distribution of repetitive DNA 
sequences in eubacteria and application to fingerprinting of bacterial 
genomes. Nucleic Acids Res, 19 (24): 6823-6831, 1991. DOI: 10.1093/
nar/19.24.6823
27. Büyük F, Çelebi Ö, Coşkun MR, Şahin M: The clues of the discovery of 
new pathogens eventuated by the horizontal gene transfer among the 
Bacillus cereus group members. Kafkas Univ Vet Fak Derg, 28 (4): 447-454, 
2022. DOI: 10.9775/kvfd.2022.27401
28. Radmehr B, Zaferanloo B, Tran T, Beale TT, Palombo EA: Prevalence 
and characteristics of Bacillus cereus group isolated from raw and pasteurised 
milk. Curr Microbiol, 77, 3065-3075, 2020. DOI: 10.1007/s00284-020-
02129-6
29. Fei P, Yuan X, Zhao S, Yang T, Xiang J, Chen X, Zhou L, Ji M: Prevalence 
and genetic diversity of Bacillus cereus isolated from raw milk and cattle 
farm environments. Curr Microbiol, 76, 1355-1360, 2019. DOI:  10.1007/
s00284-019-01741-5
30. Michel D, Amin A, Amer A, Abo El-Makarem HS, Ashry S: 
Enterotoxigenic profiles of Bacillus Cereus isolated from manufacturing 
steps of traditional soft cheese plant. Alex J Vet Sci, 66 (1): 45-51, 2020 DOI: 
10.5455/ajvs.113229
31. Cui Y, Liu X, Dietrich R, Märtlbauer E, Cao J, Ding S, Zhu K: 
Characterization of Bacillus cereus isolates from local dairy farms in China. 
FEMS Microbiol Lett, 363 (12):fnw096, 2016. DOI: 10.1093/femsle/fnw096
32. Bruk A, Teshome B, Getnet F: Detection and antimicrobial profile of 
Bacillus cereus in milk from lactating farm animals. East Afr J Vet Anim Sci, 
4 (2): 39-46, 2020. 

33. Ahmed AS, Alsayeqh AF, Diab HM: Enterotoxigenic profiles of virulent 
Bacillus cereus isolated from dairy environments: antimicrobials resistant 
pattern and sporicidal disinfectants efficacy. Adv Anim Vet Sci, 8 (5): 543-
557, 2020. DOI: 10.17582/journal.aavs/2020/8.5.543.557
34. Rafique A, Luqman M, Nawaz Z, Ashraf A, Nasir S, Asif AR, 
Mahmood MS, Abbas RZ, Jabeen F, Sultana T, Sultana S, Naz S, Asad 
F: Multiplex PCR based detection of toxin producing Bacillus cereus from 
different milk samples retailed in Pakistan. Pak J Agri Sci, 57 (3): 887-891, 
2020. DOI: 10.21162/PAKJAS/20.9246
35. Amer IH, Awad EI, Abd El-Aal SF, Kamal RM, Algendy RM: 
Toxigenicity and antimicrobial resistance of Bacillus cereus isolated from raw 
and pasteurized milk. Adv Anim Vet Sci, 7 (Suppl. 2): 123-128, 2019. DOI:  
10.17582/journal.aavs/2019/7.s2.123.128
36. Owusu-Kwarteng J, Wuni A, Akabanda F, Tano-Debrah K, Jespersen 
L: Prevalence, virulence factor genes and antibiotic resistance of Bacillus 
cereus sensu lato isolated from dairy farms and traditional dairy products. 
BMC Microbiol, 17 (1):65, 2017. DOI: 10.1186/s12866-017-0975-9
37. Hammad AM, Eltahan A, Khalifa E, Abbas NH, Shimamoto T: 
Toxigenic potential of Bacillus cereus strains isolated from retail dairy 
products in Egypt. Foodborne Pathog Dis, 18 (9): 655-660, 2021. DOI: 
10.1089/fpd.2020.2920
38. Alonso VPP, de Oliveira Morais J, Kabuki DY: Incidence of Bacillus 
cereus, Bacillus sporothermodurans and Geobacillus stearothermophilus in 
ultra-high temperature milk and biofilm formation capacity of isolates. Int J 
Food Microbiol, 354:109318, 2021. DOI: 10.1016/j.ijfoodmicro.2021.109318
39. Abouelhag HA, Khairy EA, Marie HS, Khalaf DD: Prevalence, 
antibiogram pattern and virulence genes profile of Bacillus cereus isolated 
from buffalo milk. Int J Vet Sci 10 (3): 234-239, 2021. DOI: 10.47278/journal.
ijvs/2021.045
40. Meng L, Zhang R, Dong L, Hu H, Liu H, Zheng N, Wang J, Cheng J: 
Characterization and spoilage potential of Bacillus cereus isolated from farm 
environment and raw milk. Front Microbiol, 13:940611, 2022. DOI: 10.3389/
fmicb.2022.940611

https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_L_1788.pdf
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_L_1788.pdf
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_L_1788.pdf
https://onlinelibrary.wiley.com/doi/10.1111/jfd.12499
https://onlinelibrary.wiley.com/doi/10.1111/jfd.12499
https://onlinelibrary.wiley.com/doi/10.1111/jfd.12499
https://onlinelibrary.wiley.com/doi/10.1111/jfd.12499
https://academic.oup.com/nar/article-abstract/19/24/6823/1318809?redirectedFrom=fulltext
https://academic.oup.com/nar/article-abstract/19/24/6823/1318809?redirectedFrom=fulltext
https://academic.oup.com/nar/article-abstract/19/24/6823/1318809?redirectedFrom=fulltext
https://academic.oup.com/nar/article-abstract/19/24/6823/1318809?redirectedFrom=fulltext
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_2917.pdf
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_2917.pdf
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_2917.pdf
https://vetdergikafkas.org/uploads/pdf/pdf_KVFD_2917.pdf
https://link.springer.com/article/10.1007/s00284-020-02129-6
https://link.springer.com/article/10.1007/s00284-020-02129-6
https://link.springer.com/article/10.1007/s00284-020-02129-6
https://link.springer.com/article/10.1007/s00284-020-02129-6
https://link.springer.com/article/10.1007/s00284-019-01741-5
https://link.springer.com/article/10.1007/s00284-019-01741-5
https://link.springer.com/article/10.1007/s00284-019-01741-5
https://link.springer.com/article/10.1007/s00284-019-01741-5
https://www.researchgate.net/publication/343472597_Enterotoxigenic_Profiles_of_Bacillus_Cereus_Isolated_from_Manufacturing_Steps_of_Traditional_Soft_Cheese_Plant
https://www.researchgate.net/publication/343472597_Enterotoxigenic_Profiles_of_Bacillus_Cereus_Isolated_from_Manufacturing_Steps_of_Traditional_Soft_Cheese_Plant
https://www.researchgate.net/publication/343472597_Enterotoxigenic_Profiles_of_Bacillus_Cereus_Isolated_from_Manufacturing_Steps_of_Traditional_Soft_Cheese_Plant
https://www.researchgate.net/publication/343472597_Enterotoxigenic_Profiles_of_Bacillus_Cereus_Isolated_from_Manufacturing_Steps_of_Traditional_Soft_Cheese_Plant
https://academic.oup.com/femsle/article/363/12/fnw096/2570329
https://academic.oup.com/femsle/article/363/12/fnw096/2570329
https://academic.oup.com/femsle/article/363/12/fnw096/2570329
https://pdfs.semanticscholar.org/3f49/34a7eed9ac81725d957b17cf5b140e559f02.pdf
https://pdfs.semanticscholar.org/3f49/34a7eed9ac81725d957b17cf5b140e559f02.pdf
https://pdfs.semanticscholar.org/3f49/34a7eed9ac81725d957b17cf5b140e559f02.pdf
https://pdfs.semanticscholar.org/3f49/34a7eed9ac81725d957b17cf5b140e559f02.pdf
https://www.researchgate.net/publication/343441148_MULTIPLEX_PCR_BASED_DETECTION_OF_TOXIN_PRODUCING_Bacillus_cereus_FROM_DIFFERENT_MILK_SAMPLES_RETAILED_IN_PAKISTAN
https://www.researchgate.net/publication/343441148_MULTIPLEX_PCR_BASED_DETECTION_OF_TOXIN_PRODUCING_Bacillus_cereus_FROM_DIFFERENT_MILK_SAMPLES_RETAILED_IN_PAKISTAN
https://www.researchgate.net/publication/343441148_MULTIPLEX_PCR_BASED_DETECTION_OF_TOXIN_PRODUCING_Bacillus_cereus_FROM_DIFFERENT_MILK_SAMPLES_RETAILED_IN_PAKISTAN
https://www.researchgate.net/publication/343441148_MULTIPLEX_PCR_BASED_DETECTION_OF_TOXIN_PRODUCING_Bacillus_cereus_FROM_DIFFERENT_MILK_SAMPLES_RETAILED_IN_PAKISTAN
https://www.researchgate.net/publication/343441148_MULTIPLEX_PCR_BASED_DETECTION_OF_TOXIN_PRODUCING_Bacillus_cereus_FROM_DIFFERENT_MILK_SAMPLES_RETAILED_IN_PAKISTAN
https://nexusacademicpublishers.com/uploads/files/AAVS_7_s2_123-128.pdf
https://nexusacademicpublishers.com/uploads/files/AAVS_7_s2_123-128.pdf
https://nexusacademicpublishers.com/uploads/files/AAVS_7_s2_123-128.pdf
https://nexusacademicpublishers.com/uploads/files/AAVS_7_s2_123-128.pdf
https://bmcmicrobiol.biomedcentral.com/articles/10.1186/s12866-017-0975-9
https://bmcmicrobiol.biomedcentral.com/articles/10.1186/s12866-017-0975-9
https://bmcmicrobiol.biomedcentral.com/articles/10.1186/s12866-017-0975-9
https://bmcmicrobiol.biomedcentral.com/articles/10.1186/s12866-017-0975-9
https://www.liebertpub.com/doi/10.1089/fpd.2020.2920
https://www.liebertpub.com/doi/10.1089/fpd.2020.2920
https://www.liebertpub.com/doi/10.1089/fpd.2020.2920
https://www.liebertpub.com/doi/10.1089/fpd.2020.2920
https://www.sciencedirect.com/science/article/pii/S0168160521002774?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0168160521002774?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0168160521002774?via%3Dihub
https://www.sciencedirect.com/science/article/pii/S0168160521002774?via%3Dihub
http://www.ijvets.com/pdf-files/Volume-10-no-3-2021/234-239.pdf
http://www.ijvets.com/pdf-files/Volume-10-no-3-2021/234-239.pdf
http://www.ijvets.com/pdf-files/Volume-10-no-3-2021/234-239.pdf
http://www.ijvets.com/pdf-files/Volume-10-no-3-2021/234-239.pdf
https://www.frontiersin.org/articles/10.3389/fmicb.2022.940611/full
https://www.frontiersin.org/articles/10.3389/fmicb.2022.940611/full
https://www.frontiersin.org/articles/10.3389/fmicb.2022.940611/full
https://www.frontiersin.org/articles/10.3389/fmicb.2022.940611/full



