
HAL Id: hal-04608666
https://amu.hal.science/hal-04608666v1

Submitted on 13 Jun 2024

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.

Uncover Unique Microbiota Signatures in Hepatitis B
Virus-infected patients: A case-control study

Reham Magdy Wasfy, Babacar Mbaye, Patrick Borentain, Maryam Tidjani
Alou, G. Mottola, Aurelia Caputo, Claudia Andrieu, Didier Raoult, Matthieu

Million, Rene Gerolami

To cite this version:
Reham Magdy Wasfy, Babacar Mbaye, Patrick Borentain, Maryam Tidjani Alou, G. Mottola, et al..
Uncover Unique Microbiota Signatures in Hepatitis B Virus-infected patients: A case-control study.
Journée de la Fondation Infectiopôle_2023, Jul 2023, Marseille France, France. �hal-04608666�

https://amu.hal.science/hal-04608666v1
https://hal.archives-ouvertes.fr


Uncover Unique Microbiota Signatures in Hepatitis B Virus-infected patients: A case-control study

Reham MAGDY WASFY, Babacar MBAYE, Patrick BORENTAIN, Maryam TIDJANI ALOU, Giovanna Mottola, Aurelia CAPUTO, 

Claudia ANDRIEU, Didier RAOULT, Matthieu MILLION, Rene GEROLAMI 
Institut Hospitalo-Universitaire (IHU) Méditerranée Infection, Microbes Evolution Phylogeny and Infections (MEPHI), IRD, Aix-Marseille University, France

BACKGROUND AND OBJECTIVES

METHODOLOGY

RESULTS

Our objectives are to define the composition of gut microbiota 
profile (potential biomarkers) to the species level in HBV 
infection using different approaches and to investigate
microbiota correlation to both fecal and biological biomarkers

250 million people worldwide 
have HBV, which increases 
risk for cirrhosis and carcinoma 
despite available antiviral 
treatments (Zeng et al., 2020)

A growing body of evidence suggests a connection between gut 
microbiota dysbiosis and disease progression in HBV patients (Tranah
et al., 2020; Wang et al., 2022).  However, the underlying mechanisms 
are still poorly understood

A Case-Control Study
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YCFA: Yeast extract, casitone and fatty acid medium

COS: Columbia agar + 5% sheep blood
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