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Introduction

Phage Killer
MHC class | molecules play a crucial role in the immune system by presenting peptides, including ones derived from tumor antigens, to cytotoxic T cells enabling |ibr§rv L
recognition and elimination of cancer cells by the immune system. Leveraging this mechanism, an attractive therapeutic approach is developing antibodies specific g
for tumor peptide loaded MHC class | complexes to subsequently engineer the T-cell receptor to generate CAR-T cells for enhanced cancer immunotherapy. §| i
Advancements in computational analyses of multi-omic data sets has accelerated the identification of tumor-specific peptides presented in MHC class | molecules /\\ o i vitro
and as such are of interest for CAR-T approaches. However, targeting tumor peptides presented in MHC complexes is a challenging task from a specificity Tumor antibody discovery bresented
perspective as the presented peptide is a small epitope in a bulky complex. Additionally, the difference between a tumor peptide and a normal peptide might be peptide JXQUT”E;EZZL tumor
only one amino acid. ' peptide
Phage display is a powerful technology to tackle the challenges associated with the identification of antibodies that specifically recognize tumor peptides in complex
with MHC molecules. Here we show how a significant diverse set of such antibodies was isolated from AVS Bio’s proprietary human scFv phage display libraries by J
applying smart panning strategies. Subsequent functional verification of identified scFvs in a CAR-T model revealed CAR-T cells that could kill tumor cells in MITCV;:;ZGI

cytotoxicity assays, highlighting the value of our advanced human phage display technology for development of CAR-T-based therapeutics.

Smart selection strategies using high quality human scFv repertoires advances the identification of highly specific and functional tumor peptide MHC binding fragments

Target peptide was selected via multi-omic analyses of
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Rapid development of functional CAR-Ts driven by a premium human phage display approach

Conclusion

Our ready-to-use human scFv repertoires and sophisticated phage display technology are advancing identification of functional binders against tumor peptides loaded in MHC complexes, exhibiting high target specificity
and potential to eradicate tumors cells in CAR-T format.



