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Prioritized dishes of plant origin from each BSAC in categories:

INTRODUCTION

OBJECTIVES

Preventive 
and 
therapeutic 
healthcare is 
closely 
associated 
with food 
safety issues 
via microbial 
food 
contamination

B1 - contaminants 
from environmental 
sources

A - “beneficial” – for 
food processes and 
for the human health

B2  - human-relevant 
contaminants: food-borne 
and opportunistic pathogens

№№ Family/Genera Family/Genera Beneficial (A) Beneficial (A) Contaminants(B2) Contaminants(B2) Contaminants(B2) Contaminants(B2) 
1. 1. Entero Entero 

bacteriaceae bacteriaceae 
E. coli (EPEC), E. coli (EPEC), 
Salmonella Salmonella entericaenterica, , 
Shigella Shigella dysenteriaedysenteriae, , 
SS. . flexneriflexneri, , 
E. coli O157:H7E. coli O157:H7

CitrobacterCitrobacter spp., spp., 
Klebsiella  Klebsiella  spp.,spp.,
EnterobacterEnterobacter spp.,spp.,
EnterococcusEnterococcus spp., spp., 
Proteus Proteus spp.spp.

2. 2. Vibrionaceae Vibrionaceae Pseudomonas spp. Pseudomonas spp. 
3. 3. Micrococcaceae Micrococcaceae Staphylococcus aureus, Staphylococcus aureus, 

SS. pyogenes . pyogenes 
Staphylococcus  spp., Staphylococcus  spp., 
Streptococcus spp. Streptococcus spp. 

4. 4. LAB LAB Lactobacillus acidophilus, Lactobacillus acidophilus, 
L. salivarius, L. salivarius, 
L. fermentum, etc. L. fermentum, etc. 

5. 5. Bacillus Bacillus Bacillus subtilis Bacillus subtilis 
Fungi Fungi Saccharomyces boulardii,  Saccharomyces boulardii,  

SS. cerevisiae, etc. . cerevisiae, etc. 
Candida spp. Candida spp. 

6. 6. Facultative/Facultative/
strong anaerobes strong anaerobes 

Bifidobacterium bifidum, etc., Bifidobacterium bifidum, etc., 
Bacteroides distasonis, Bacteroides distasonis, 
Clostridium Clostridium buturicum buturicum 

Clostridium perfringens, Clostridium perfringens, 
botulinum, tetani, etc.  except  botulinum, tetani, etc.  except  
Clostridium buturicum Clostridium buturicum 

7. 7. Other GramOther Gram--positive positive Listeria spp.Listeria spp.
Campylobacter  Campylobacter  jejuni jejuni 

LIST OF KEY MICROORGANISMS METHODS / DESIGN

2 – API-test systems
(BioMérieux, France)

1 – ANAERO test 23 and
ENTERO-test 24 PLIVA 
(Lachema Diagnostika
s.r.o,  Czech Republic)

3 – Latex-tests (Bio-Rad, USA) 

4 – Complex chromogenic media 5 – VITEK 2 (BioMérieux, France)

RESULTS

Group A was represented by Lactobacilli and Bifidobacterium spp. accompanied with 
enterococci, bacilli and Bacteroides. “Typical” environment originated microbiota (B1) 
included Xanthomonas spp., Pseudomonas spp. and Erwinia herbicola (Pantoea 
agglomerans). The etiological role of these “non-pathogenic” bacteria in human 
infectious diseases is noted. The compositions of “human originated” microflora (B2) 
dominantly contain representatives of Staphylococcus, Klebsiella, Enterobacter, 
Proteus, Streptococcus, Escherichia, Clostridium, Bacteroides Genera; Candida 
species and others microscopic fungi. E. coli (EPEC), E. coli O157:H7, Shigella 
dysenteriae, Listeria monocytogenes, Campylobacter jejuni were not detected. 
Shigella flexneri ABC and Salmonella typhi were obtained from sorrel (before) and 
potato (after) the washing procedure before cooking.
This is an evidence for the human/water source of food microbial contamination. The 
most of ready-to-eat prioritized dishes were not contaminated or contaminated with 
very low amount (up to 102 CFU/ml) of Bacillus subtilis, Staphylococcus epidermidis, 
S. aureus, Enterobacter cloacae, Pantoea agglomerans.
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 Salmonella/Shigella/Escherichia coli (lactose-negative)
 Total (nutrient agar)
 Potato agar (epiphytic)
 Microscopic fungi
 MRS/beneficial (mostly lactobacilli)
 Streptococcus spp.
 Enterococcus spp.
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Dill
Parsle

y

Cabbage
Potato Beat

Onion
Carrot

Beans

Cucumber
Tomato

Pepper

Plum (fre
sh)

Grape
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Barley
Carrot

Flour

Good king Henry r
oots

Hot pepper
Mint

Onion
Pumpkin

Rose flowers
Savoury

Smilya
n beans

Tomato
Walnuts

Wheat
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 Nutrient agar, Total number
 Endo agar, Enterobacteriaceae family
 Streptococcus spp. selected medium
 Enterococcus spp. selected medium
 Salmonella spp. selected medium
 MRS, Lactobacilli

Boza

Pumpkin pie

Rose jam

Smilya
n bean soup

Sunflowers seeds

Tahan halva
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 Nutrient agar, Total number
 Endo agar, Enterobacteriaceae family
 Streptococcus spp. selected medium
 Enterococcus spp. selected medium
 Salmonella spp. selected medium
 MRS, Lactobacilli

Black tea

Green tea
Bread

Long bread

Nettle with walnut

Tsite
li doli bread with makhobeli

Wild plum sauce (green)

Wild plum sauce(red)
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 Bacillus brevis
 Bacillus licheniformis
 Bacillus subtilis
 Corynebacterium spp. / Arcanobacterium spp.
 Enterobacter asburiae
 Escherichia coli (lactose -)
 Listeria monocytogenes
 Staphylococcus auriculalris
 Staphylococcus cohnii
 Staphylococcus saprophiticus
 Streptococcus agalactiae

Corn Grits

Green beans
Kale
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 Aerococcus viridans / Pediococcus spp.
 Bacillus subtilis
 Enterobacter aerogenes
 Enterobacter cloaceae
 Enterococcus faecalis
 Klebsiella pneumoniae
 Shigella flexneri
 Staphylococcus aureus
 Staphylococcus saprophyticus
 Streptococcus agalactiae

CONCLUSIONS

The major key-microorganisms 
of traditional foods prioritised 
within the BaSeFood project 
have been defined.
Microorganisms with beneficial 

properties will be further used as 
industrially potential strains in 
the development of functional 
foods (fermented products) 
based on original traditional 
foods plant compositions.

Traditional food

Functional Food 

Ukraine: plant components, key microorganisms of all groups

1 – raw samples; 2 – samples taken during the food processing

Bulgaria: plant components (a) and dishes (b), key microorganisms of all groups

Georgia (1) and Turkey (2): dishes, key microorganisms of all groups

1) 2)

a) b)

BUT: “Every medal has two sides”






