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Introduction

Small molecule inhibition of protein-protein interaction (PPI) is a hot research area in drug discovery and the number of
interesting drug targets are increasing by the day. However, PPI's comprise a lot of challenges, such as identifying how a
specific protein-protein interaction should be inhibited. The interaction area is usually large and potential inhibitors tend to
be larger and more lipophilic than the average fragment. Thus, there are often problems with specificity and interactions
are generally weak. Consequently, PPI research depend largely on technically advanced instrumentation and intuitive and
dedicated software to allow for efficient screening and confident selection of candidates.

Here we present a study to identify suitable candidates for inhibition of the interaction between Intrinsic Disordered Protein
(IDP) X and protein Y. Early interaction data showed that the preparation of IDP X was impure. Purification was performed using
size-exclusion chromatography on AKTA™ pure chromatography system. Biacore 8K was used to efficiently identify the active
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