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Link between IBS severity score and 
enterotypes distribution 
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Towards a gut microbial signature for 
IBS severity 
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Gut microbial signature for IBS severity 
is linked with lower microbial richness 
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Gut microbial signature for IBS severity 
is linked with exhaled methane 
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Gut microbial signature for IBS severity 
is linked with enterotypes 
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Take home message 
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• IBS symptom severity is associated with a distinct 
signature at fecal microbiota level 
 

• Gut microbial signature for IBS severity is linked 
with  
– low microbial richness 
– Bacteroides enriched enterotype 
– low Archea methanogens and exhaled CH4 
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