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The microbiota contributes to the health of the hosts

and the ecosystems. Altered microbial composition

(dysbiosis) can be associated with pathologies and

disrupt the functioning of the ecosystem.

There are two techniques to characterize the

diversity of microbial communities:

• Metabarcoding

• Shotgun Metagenomics

Human gut microbiome
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Introduction

MethodologyObjectives

• Achieve species level identification of 

microorganisms using metagenomics data

• Identify dominant, subdominant/rare 

microorganisms

• Calculate relative abundance close to reality

Results

Conclusion

User-friendly metagenomics classifier

High specificity without false positive 
detection

Species relative abundance close to reality

Reveals microbial novelties not detected 
by current approaches

Can be applied to other phylogenetic 
markers
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RiboTaxa Precision Recall F-measure

Number 
of Genus ​detected

45 100% 100% 100%

Number of 
Species ​detected

72 100% 72% 83.72%

1. Microbial mock of 100 species (45 genera) from the human gut

No false positives classification using RiboTaxa.
Detection of subdominant/rare microorganisms.
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In a study focused on corals’ health1, RiboTaxa highlighted 2 species of uncultured Endozoicomonas which 
were dominant in the healthy tissue. Both species belonged to new genus opening new research 
perspectives on corals’ health.

In a study on human gut and extreme longevity2 , RiboTaxa detected the presence of an uncultured archaeon 
in semi-supercentenarians (aged 105 to 109 years) highlighting a new archaeal genus not yet described that 
could be species of interest participating in the longevity process.
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2. Real datasets from public database (NCBI/ENA)

Freely available at:

mailto:oshma.chakoory@uca.fr
mailto:pierre.peyret@uca.fr

