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Supplementary figure legends

Figure S1: PiCRUST analysis of predicted bacterial functions.

S1A:Human stool analysis of controls vs. cirrhotics. Red=cirrhosis, Green=controls.
This shows a significantly increased predicted bacterial functions related to
endotoxin and endotoxin protein synthesis as well as aromatic amino acid
metabolism in cirrhotic stool.

S1b: Human stool analysis of cirrhotic patients. Red=hepatic encephalopathy,
Green=no hepatic encephalopathy. There was a significantly higher aromatic amino
acid metabolism-related predicted function in stool microbiota of patients with
hepatic encephalopathy
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