A gut signature linked with increased ethanol
production and liver inflammation contribute to
Nonalcoholic fatty liver disease in Indian patients.
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el # Non Alcoholic Fatty Liver Disease (NAFLD), a metabolic disorder in liver with increase fat accumulation, inflammation
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and progression to cirrhosis, is the most prevalent liver disease across the world and accounts for 2% of total death h _
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# In the present study, we adopted multiple approaches, including metagenomics, isolate bacterial genomics, gas

chromatography mass spectrometry (GC-MS), and a combination of in-vivo experiments coupled with functional
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genomic analysis, to study the role of C. aerofaciens in NAFLD.
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2. Whole genome of Collinsella aerofaciens was sequenced and

extraction and sequencing. Frozen fecal samples were used to
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analyzed to identify potential inflammatory functions and

metabolic functions.
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1. Diversity measurement and statistical analysis of the gut microbiota in healthy, obese, and NASH subjects.
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Discussion Conclusion

# We study the gut microbiome of NAFLD, obese, and healthy subjects.
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The insights from the current findings will help us to understand the importance of Collinsella

# We observed a higher abundance ot Collinsella aerofaciens in obese and NASH patients. aerofaciens in the progression of NAFLD. It could be a potential geospecific biomarker for early

#* C. aerofaciens contributes to increase the level of systemic ethanol in mice. prediction of NAFLD.

#* Increased ethanol, hydroxyproline, and triglycerides induce hepatic inflammation
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