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INTRODUCTION

Binder generation algorithms HOWEVER

+

De novo designed binders must be experimentally validated

Binder design campaigns still require screening tens to hundreds of designs

Sequence generation algorithms I There is a need for rapid and cost-effective methods for binder screening

®
I Revolution in de novo @ Exploring the potential of FIDA as a tool for screening de novo designed protein binders
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3. Expression and purification of de novo designed binders using heat lysis 4. Evaluation of de novo desighed binders against complex targets
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DISCUSSION WANT TO KNOW MORE?
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= Screening in heat-treated bacterial lysates allows rapid and efficient identification
of binders with high affinity and heat stability.

TO BE CONTINUED...

= Binding can be screened using chemical lysates, at the expense of purifying and
titrating a higher number of proteins.

= The Rhthreshold is a subjective choice, that should be optimized case-by-case.
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