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® Proteins displaying differential pretreatment expression in patients With CRS1 The table shows enrichment anaIySiS per RAP SUbSEt, Fisher Exact test FDR < 0.1.

versus CRS2/3 were defined as Response-Associated Proteins (RAPs). The
RAPs (n=62) were incorporated into a machine learning-based model that
computes a RAP score and provides a binary output, i.e., chemo-responsive or
chemo-resistant. ' model Develonment
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