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INS0005653
Staphylococcus 
aureus (OG15)

Aerobic, Gram 
+ve, Coagulase 

positive

Highly 
pathogenic

2.8 million 
bp

2,670

Resistance to beta-lactams, 
aminoglycosides and 

tetracyclines, virulence factors 
such as multidrug efflux 
pumps and enterotoxins

Its genome will provide invaluable 
insights for improving healthcare 

strategies, particularly in 
combating infections and 
understanding resistance 

mechanisms

INS0005653

Staphylococcus aureus (OG15) (Genome accession: INS0005653)

"Why Antibiotics Are Not Always Effective!"

Some bacteria have genes that make them resistant to antibiotics, turning minor infections 
into serious threats. Understanding these genes is crucial for developing new treatments.

Genome sequence of Staphylococcus aureus could lead us to understand the multidrug
resistance mechanism, formulate combat strategies and develop effective treatments
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Genome AssemblyAccess Genome

Quality of Genome Assembly and Annotation: 

Staphylococcus aureus (OG15)

Draft genome accession number: 

INS0005653

Bacteria isolation

Genome sequencing of highly pathogenic Staphylococcus aureus could lead to effective treatment options    

https://ibdc.dbtindia.gov.in/inda/view_sample?sampleid=INS0005653
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