
INTRODUCTION
The composition of the food microbiota is often related to the place and process of production, climatic conditions, type and treatment of raw materials among other factors, and can be used as a tool for the
traceability of food1. Serpa cheese is a cured soft-cheese produced within the Alentejo province, with Protected Designation of Origin (Regulation (EEC) 2081/92)2, made with raw ewe`s milk and vegetable coagulant
Cynara cardunculus L. The use of raw milk and the absence of starters during its processing makes this cheese a complex natural ecosystem consisting of autochthonous microorganisms, mainly derived from milk, which
gives it specificity1,3.

OBJECTIVE
In order to contribute to one of the goals of the GO Serpaflora Project - Valorization of native microbiota of the Serpa cheese, the purpose of this work was to assess the specificity and biodiversity of the microbial 

consortium associated with Serpa cheese during ripening, thus contributing to the preservation of an autochthonous microbial ecosystem and a product that is part of the Portuguese gastronomic heritage.
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RESULTS - QUANTITATIVE AND QUALITATIVE EVOLUTION OF THE MICROBIAL COMMUNITY  DURING RIPENING 

Raw ewe`s milk (L0)/4 
productions 

MATERIAL AND METHODS - QUANTITATIVE AND QUALITATIVE EVOLUTION OF THE MICROBIAL COMMUNITY 

Microbial milk and cheese
DNA extraction

Cheese 0 (Q0), 7 (Q7), 14 (Q14), 
30 (Q30), 45 (Q45) days of 

ripening/4 productions
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Culture dependent-methods
Standard cultural microbiological techniques

Culture independent-methods

▪Total Mesophiles Count (PCA agar)
▪Total Lactic Bacteria (MRS pH 5,7)
▪Total Staphylococci (Baird Parker agar)
▪ Enterobacteria (VRBG agar)
▪ E. coli (TBX Agar)
▪ Fungi (RBC agar)

High-throughput sequencing (HTS)

HTS BACTERIAL community 
characterization

❑ V3-V4 region of the 16S rRNA gene

HTS FUNGAL community 
characterization

❑ ITS2 region of the 16S rRNA gene

HTS BACTERIAL 
community 

characterization

HTS FUNGAL 
community 

characterization
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Alternaria Apiotrichum Aspergillus Aureobasidium
Candida Cladosporium Cutaneotrichosporon Cyberlindnera
Debaryomyces Dioszegia Filobasidium Fusarium
Issatchenkia Kazachstania Kluyveromyces Malassezia
Mucor Penicillium Pichia Rhodotorula
Saccharomyces Sporobolomyces Tausonia Trichosporon
Vishniacozyma Wallemia Yarrowia

Quantification of different 
microorganisms/microbial groups in 
raw milk (L) and cheese (Q) during 

ripening (0, 7, 14, 30, 45 days)

CONCLUSIONS

Serpa cheese microbiota mainly corresponded to lactic bacteria and to lesser extent, enterobacteria,
estafilococos and yeasts. No pathogenic bacteria were identified in the different samples. Total DNA
sequencing identifies the genus Lactococcus spp. as dominant, followed by Leuconostoc spp. and, in the case
of yeasts, the genera Candida spp., Kluyveromyces spp. and Debaryomyces.This characterization is in
accordance with results obtained in other works on the characterization of this cheese4,5.

0,0
10,0
20,0
30,0
40,0
50,0
60,0
70,0
80,0
90,0

100,0

L0 Q0 Q4 Q7 Q14 Q30 Q45

RAW MILK (L0) AND CHEESE THROUGHOUT MATURATION (Q0 - Q45)

%
 O

T
U

s

Acinetobacter Alloiococcus Brochothrix

Carnobacterium Chryseobacterium Corynebacterium 1

Deinococcus Enterococcus Escherichia-Shigella

Hafnia-Obesumbacterium Kluyvera Kurthia

Lactobacillus Lactococcus Leuconostoc

Macrococcus Mannheimia Marinomonas

Neoasaia Pseudomonas Rahnella

Serratia Shewanella Staphylococcus

Streptococcus Weissella


