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Introduction

 The lack of highly specific tumor-associated antigens (TAAs) is a major safety challenge for
immune-engaging treatment approaches in solid tumors.
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EPCAM AND MSLN

tumor indications. Selected targets are ranked by expression, refined using biological and technical
criteria, and validated using bulk and spatial omics data.

EPCAM AND MSLN expressing healthy cells.

 Potent and sustained antitumor efficacy: conditional CD3 activation with high specificity and
selectivity, CD2 co-stimulation.

For further details, see also the AACR 2026 MP0632 preclinical poster #1624 (Bianchi et al.).

Conclusions

« The DARPin Compass is a scalable, data-driven platform for identifying and prioritizing tumor associated antigen pairs with improved tumor selectivity and safety.

Percentages of cells expressing targets in normal tissues: The dots falling above the diagonal line suggest that the
EPCAMIMSLN combination would provide a safety advantage above both MSLN and EPCAM as individual targets.

A scoring SYStem to rank targets and PEILE of targets Tissues highlighted with colored font show highest EPCAM/MSLN co-expression. °
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* All ratios are computed from the fraction of « By enabling logic-gated targeting concepts, it expands the addressable target space beyond single-antigen approaches in solid tumors.
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* More broadly, the DARPin Compass is disease-agnostic and readily extendable, providing a strong foundation for discovery and partnering of next-generation Switch-DARPIn

* Metastases and . .
immunotherapies.

across subpopulations

» Scores are computed as the sum of
expression and ratios
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