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1 Introduction The Gut Mycobiome Highly Abundant fungal taxa in Obese & Lean NASH
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5 Discussion

» In the gut fungal community of individuals with NASH, Candida and
Diaporthe emerge as notably abundant genera.

» The effectiveness of fungal taxa will be assessed in the Caco-2 and HCT-116
cell lines to gauge their impact.

» The Concentration of SCFA were found less in NASH as compare to NAFLD

Patients. i

» We have Isolated Parabacteroides distasonis from the fecal sample of Myerozyma gullermondi  Candida glabrata Lactophenol staining
NAFLD patients.
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6Conclusion & Future Perspective
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