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Phylum Class Order Family Genus

Porphyromonadaceae

Firmicutes Bacilli L

Clostridi Clostridi L

Blautia

Fusicatenibacter

Lachnospiracea_incertae_sedis

Roseburia

Ruminococcus2

—
Gemmiger

Ruminococcus

® Significantly higher abundance in subjects with NAFLD
® Significantly lower abundance in subjects with NAFLD
Bacterial taxa with more than1% occurrence in the whole microbiota
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