Computational Engineering of a Scorpion Venom-Derived Antimicrobial Peptide:
Enhancing Efficacy While Reducing Hemolytic Activity OODHEATH Y Commonwealth

Zq Chemistry

/\

Sharifa Fatao!, Stephenson Obeng Owusu?, Michael Konney Laryea! and Lawrence Sheringham Borquaye!-4 N Fecronon of chemcor cences s

KWAME NKRUMAH UNIVERSITY . Department of Chemistry, Kwame Nkrumah University of Science and Technology @orquaye
OF SCIENCE AND TECHNOLOGY 2.Central Laboratory, Kwame Nkrumah University of Science and Technology | | — Research Group —
Email: sharifafatao3@gmail.com, owusustephenson2002@gmail.com ( | _ 7y —

‘/--{1_ Introduction}., Lz_ Experimental Design} PSS —— 3. Results and Discussion | .. .. i

to enhance its antimicrobial activity while
minimizing hemolytic effects.
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A Through computatlonal engineering and molecular cynamlcs simulations,
analogs of Ttap 3 peptide was successfully designed with reduced hemolytic
profile.
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