Comparison between shotgun metagenome and 16S
rRNA sequencing for the taxonomic characterization
of the gut microbiota in patients with osteoarthritis

Introduction Results Comparing Sequencing Methodology Results Relevant to OA Patients

* Osteoarthritis (OA) is a chronic painful Principal coordinate analysis was used  Richness and diversity of the gut microbiota |Across all samples, shotgun sequencing

musculoskeletal condition. to examine and compare the microbiota were examined through rarefaction curves |identified 811 unique bacterial species
Currently no cure, only interventions to community structures (Fig 1). as an objective way to compare species whereas only 165 were identified using
manage its symptoms. | richness (Fig 2 & 3). 16S rRNA sequencing. The most
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A multidisciplinary approach to Shannon index was used to estimate the rheumatoid arthritis; suggested to
understanding the multifaceted Fig 1 Principal coordinate analysis comparing sequencing techniques  species diversity (Fig 4 & 5). be immune-relevant in rheumatoid
aetiology is needed, for innovative new Samples Samples arthritis pathogenesis.
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species profile in the faecal enriched in osteoarthritis patients
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Fig 9 Relative phylum abundance: Shotgun sequencing
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 Both 16S rRNA and shotgun raw reads
were processed, taxonomically
classified using reference databases,
and Relative Species Abundance (RSA) | ]

computed using Python and R scripts 165 RNA Shotgur 165 RNA Shotgun
E % Fig 10 Bacteroidetes abundance by sequencing technique Fig 11 Firmicutes abundance by sequencing technique
and Galaxy Europe.
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Conclusion

The higher number of taxa found using shotgun sequencing showed that 16S rRNA gene sequencing detects only part of the gut microbiota community compared to
shotgun sequencing, which was able to identify less abundant taxa. When compared to healthy individuals these gut bacterial sighatures could help to provide biomarkers
to predict osteoarthritis and help in future mechanistic and clinical intervention studies.
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