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Bioinformatic & Comparative Genomic
Analysis for gRNA identification
-Identify pathogen-specific sequence
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indirect protein biosynthesis. 

In Vitro Functional Evaluation
Screen for efficacy and target-selectivity against, 
Target(Staphylococcus)⟶Expect: Growth Inhibition 
Non-target bacteria ⟶ Expect: Normal Growth 
Mammalian cells⟶ Expect: Normal Growth 
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Traditional antibiotics are failing against rapidly evolving
superbugs, turning antimicrobial resistance into an urgent
global health crisis!

gRNA in silico validation

Look for variable regions

To develop precision CRISPR/Cas-based antibiotics
that selectively eliminate pathogenic Staphylococcus
species/S. aureus by silencing essential protein
synthesis genes, bypassing the limitations of
traditional small-molecule and CRISPR therapies.
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