
HAL Id: hal-04888665
https://hal.science/hal-04888665v1

Submitted on 15 Jan 2025

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 dépôt et à la diffusion de documents
scientifiques de niveau recherche, publiés ou non,
émanant des établissements d’enseignement et de
recherche français ou étrangers, des laboratoires
publics ou privés.

Relationship between vaginal microbiota composition at
whelping and neonatal mortality in the dog

Quentin Garrigues, Emmanuelle Apper, Ana Rodiles, Sylvie Chastant, Amélie
Mugnier, Hanna Mila

To cite this version:
Quentin Garrigues, Emmanuelle Apper, Ana Rodiles, Sylvie Chastant, Amélie Mugnier, et al.. Re-
lationship between vaginal microbiota composition at whelping and neonatal mortality in the dog.
European Veterinary Society for small animal reproduction (EVSSAR), Jun 2024, Barcelone (ES),
Spain. �hal-04888665�

https://hal.science/hal-04888665v1
https://hal.archives-ouvertes.fr


Relationship between vaginal microbiota composition at whelping  
and neonatal mortality in the dog

References : 
[1] Altves et al., Biosci Microbiota Food Health. 2020; 39 (2): 23–32. 
[2] Meloni et al., Veterinaria Italiana 2014, 50 (4): 293-299.

Quentin GARRIGUES1, Emmanuelle APPER2, Ana RODILES2, Sylvie CHASTANT1,3, AMÉLIE MUGNIER2, Hanna MILA1

1Neocare, Ecole Nationale Vétérinaire de Toulouse, France; 2Lallemand SAS, Blagnac, France; 
3Present address: Ecole Nationale Vétérinaire d’Alfort, Maisons-Alfort, France.

Aim
To assess whether maternal vaginal 
microbiota profile is associated with 

low birth weight and neonatal 
mortality in dogs.

INTRODUCTION

• It is admitted nowadays that microbiota has many
essential functions within the host, mostly immune
regulation and metabolism.

• The mother is the first source of microbial communities
for the newborn, with maternal microbiota influencing
its short and long-term health[1].

MATERIAL AND METHOD
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There is a correlation between the maternal vaginal microbiota and puppy outcome per litter

DISCUSSION AND CONCLUSIONS
Bitches with a relatively high stillbirth and neonatal mortality rate presented lower bacterial richness and higher abundance of some
opportunistic bacteria such as Pasteurellaceae and Enterobacteriaceae. Indeed, those families are commonly isolated from dying
newborn dogs under post-mortem exams [2]. Further studies are needed to investigate the role of the maternal vaginal microbiota
during gestation and neonatal health as well as to identify effective strategies for modulating it.
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