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Protein Design and Drug Development
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Protein Structure Drug Development
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Outcome

= [ntroduction to an emergent field as computational drug development
= Real example of a Deep Learning application
= |_earning of widely used software frameworks and tools

> Python, PyTorch, Pandas, Scipy, Sklearn,...

Contact

= Daniel Varela (daniel.varela@biochemistry.lu.se)

= |I[ngemar André (ingemar.andre@biochemistry.lu.se)

Website

= More Info: https://andrelab.biochemistry.lu.se/
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