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Gut Microbiota is composed of diverse
populations of bacteria ,protozoa, archaea,
fungi and viruses (Tripathi et al., 2018)

The intestine communicates with the
liver through the gut-liver axis which
affects pathogenesis of Hepatitis B
virus infection through release of
cytokines causing hepatocyte damage
(Tranah et al., 2020)
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A growing body
of literature
suggests a
connection
between gut
microbiota
dysbiosis and
disease
progression in
HBV patients
(Zzhengetal.,
2020).

Alcohol abuse not only causes rapid
progression of liver disease in HBV
patients but also allows HBV to
persist chronically (Ganesan et al.,
2020)

[ Study Design: Case-Gontrol study! ]
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Culturomics:
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Metagenomic
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Venn diagram showing comparison between
culturomics results of HBV and Control groups
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Actinobacteria 15.1%
Bacteroidetes 15.1%
Top 30 Enriched species
Metagenomics
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Clostridium_intestinalis

Desulfovibrio_piger
Faecalimicrobium_massiliense
Haemophilus_parainfluenzae
Howardella_ureilytica
Libanicoccus_massiliensis
Enterobacter_aerogenes / Raoultella_terrigena
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Culturomics
Bacteroides fragilis*
Bacteroides stercoris*®
Bifidobacterium longum*
Blautia hydrogenotrophica®
Eggerthella timonensis*
Negativicoccus succinicivorans®
Parabactersides johnsonii®
Pediococcus acidilactici
Polynesia massiliensis
Alistipes ihumii*
Alistipes obesi*
Alistipes onderdonkii *
Anaeracoccus vaginalis*
Anaerotignum lactatifermentans®
Bocillus thermoamylovorans
Bocteroides caccoe®
Bacteroides cellulosilyticus*
Bacteroides eggerthii*
Bacteroides faecis*
Bacteroides finegoldii®
Bocteroides nordii*
Bifidobacterium animalis*
Bifidobacterium scardovi®
Blautia caecimuris*
Blautia coccoides®
Bigutio marasmi*
Butyricimanas mediterraneensis*
Butyricimonas phoceensis*
Clostridium hylemonae*
Clostridium jeddahense
Clostridium perfringens*®
Coprobacillus cateniformis®

*Seven stool samples of HBV patients have been tested so far
*Results have been compared to both Control group and Alcoholic (OH) group
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