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involved in cholesterol assimilation

Manisha Aswal’, Neelja Singhal'* and Manish Kumar™

1. Department of BiophP/sics, University of Delhi South Campus
*Corresponding authors: neelja@south.du.ac.in, manish@south.du.ac.in

INTRODUCTION OBJECTIVE

e Through in-vitro and in-silico studies reported first
indigenous rhizospheric isolate of E. faeciumLR13 which
exhibited several probiotic properties and
hypocholesterolemic potential

e It was devoid of any virulence factors and antibiotic
resistance genes and further unravel the genes/pathways
involved in cholesterol assimilation.
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Hypercholesterolemia is a major cause of cardiovascular diseases (CVDs) and therapeutic drugs like statins are used
but exhibit several side effects. Probiotics with hypocholesterolemic effects can be effective biotherapeutics for
lowering serum cholesterol. Our in-silico comparative genomics revealed 21 genes/proteins exclusively present in
cholesterol-lowering probiotic Enterococcus faecium strains. These genes/proteins were directly/indirectly related to
the bacterial cholesterol-assimilation by helping in lipid (sterol) transport and membrane stabilization, producing
short chain fatty acids and bile salt hydrolase activity.
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RESULTS CONCLUSION

 Among Five E. faecium isolates LR2, LR3, ER5, LR13, and
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