N

N
N

HAL

open science

Microbial diversity of Pélardon, an artisanal raw goat
milk cheese

Marine Penland, Monika Coton, Jérome Mounier, Sandrine Parayre, Hélene

Falentin, Stéphanie-Marie Deutsch

» To cite this version:

Marine Penland, Monika Coton, Jéréme Mounier, Sandrine Parayre, Héléne Falentin, et al.. Micro-
bial diversity of Pélardon, an artisanal raw goat milk cheese. FEMS — 8th Congress of European

Microbiologists, Jul 2019, Glasgow, United Kingdom. hal-03344166

HAL Id: hal-03344166
https://hal.science/hal-03344166

Submitted on 14 Sep 2021

HAL is a multi-disciplinary open access
archive for the deposit and dissemination of sci-
entific research documents, whether they are pub-
lished or not. The documents may come from
teaching and research institutions in France or
abroad, or from public or private research centers.

L’archive ouverte pluridisciplinaire HAL, est
destinée au dépot et a la diffusion de documents
scientifiques de niveau recherche, publiés ou non,
émanant des établissements d’enseignement et de
recherche francais ou étrangers, des laboratoires
publics ou privés.


https://hal.science/hal-03344166
https://hal.archives-ouvertes.fr

Microbial diversity of Pelardon, -
U3 O an artisanal raw goat milk cheese =—IN\RA

Université de Bretagne Occidentale —=  SCIENCE & IMPACT

Marine PENLAND?2, Monika COTON?, Jérome MOUNIER?, Sandrine PARAYRE?!, Hélene FALENTIN?
and Stéphanie Marie DEUTSCH*

Lu B Em I Institut National de la Recherche Agronomique, Science et Technologie du Lait et de I'CEuf, UMR1253, F-35042 Rennes, France L S T LO

de Biodiversité et o’Ecologie

Microblenne 2Univ Brest, Laboratoire Universitaire de Biodiversité et Ecologie Microbienne, EA 3882, F-29280 Plouzané, France

\1e uni IIQ,:
3o o,

Email : Marine.Penland@inra.fr

Raw goat S

CO ntEXt 4 . N milk Day 1
Kid -
Pélardon is a Protection Designation of Origin (PDO) French artisanal soft rind cheese, produced in mountainous areas in rennet ——+  RENNETING
southern France. It is exclusively produced from raw goat’s milk using a backslopping method for inoculation. Its manufacture \ / N
and unique organoleptic properties rely on the autochthonous microbiota and their activities. The aim of this work is thus to [ Whey ]* CURDLING o
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Figure 2. Microbial counts in log CFU/g and diversity encountered on different media. Diversity data and isolate identifications were obtained via MALDI-TOF (MPCA) (MRS pH 5.4) (M17)

analysis against a commercial and internal database (Identification for each isolate was performed in duplicate)

 Aerobic bacterial counts were similar in all samples but dynamics in
other populations were observed. Lactococci decrease was concomitant
with an increase in lactobacilli and enterococci populations.

 Bacterial populations were higher in the rind compared to those in the core although the same trends were
observed. The curdling step led to a high increase of all populations (except for enterococci), followed by a
progressive decrease until the end of the ripening.

 lactococcus lactis dominance was confirmed by metagenetics.
Suprisingly, lactobacilli relative abundance was low despite an increase
in their populations in the 3-month cheese.

* lactococcus lactis dominated during acidification and drying in both core and rind and was mainly brought by the
whey used for backslopping. After prolonged ripening, Lactobacillus and Leuconostoc became dominant in the
core whereas Corynebacteria and Staphylococcus were dominant in the rind.

* Bacterial diversity was higher in rind with up to 6 genera, mainly

 Fungal populations were low in raw milk compared to the whey used for backslopping. Regarding diversity, Corynebacteria and Gram-negative bacteria.

Geotrichum candidum was dominant although other species such as Penicillium spp. were found in late ripening +  Fungal populations were higher in the rind of the ripened cheese and

stages. dominated by Geotrichum after curdling step.
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