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Introduction Target protein purification and characterization Positive clones from Phage display library ELISA assay

We present an integrated hit discovery platform for radiopharmaceutical drug conjugates (RDCs) that synergizes P7C ~P10C P11C ~ P14C

NPO01-1 Round 3 positive clone test NPO01-2 Round 3 positive clone test
1 2 3 4 5 6 7 8 9 10 11 12 1 2 3 4 5 6 7 8 9 10 11 12

= H

high-throughput biophysical screening (SPR, SPS) with phage display technology to rapidly identify and optimize
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Figure 2. Post-purification, each protein is verified for stability and purity, then qualified by SPR, SPS and biochemical assays for tight, specific binding to F 0.106 0.093 0.081 1.714 0.071 0.071 0.092 0.069 0.069 0.071 0.066 0.088 F 0.122 0.119 0.213 0.097 0.094 0.096 0.132 0.295 0.107 0.127 0.154 0.169
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Table 1. Recombinant human DLL3 and GPC3 ectodomains were sequentially challenged with a phage-displayed library of 10- to 17-residue monocyclic

peptides (P7C—-P14C). After three stringent selection rounds, high-affinity binders were enriched and visualized as discrete green-highlighted color. The

DNA encoding these candidate peptides has now been bulk-amplified and is undergoing high-throughput NGS to decode clone diversity, reveal consensus

motifs and rank variants by frequency before off-phage affinity confirmation.
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B Cyclic peptide library capacity total with 1.53E+11 from 52 different phage libraries.

C Phage display library screening cascade. A cyclic-peptide phage library was panned against immobilized antigen. After washing away non-binders,  Figure 4. LNCap and PC-3 cells were used to measure compound binding with Fluoscent probe Glu-490 by flow cytometry. PSMA antibody was usedto ~ Zhang, J., Rakhimbekova, A., et al. A prostate-specific membrane antigen activated molecular rotor for real-time fluorescence imaging.

helper-phage super-infection was used to amplify eluted phage. Monocyclic peptides were identified by phage ELISA following E. coli re-infection. detect internalization of compounds. Nat Commun 12, 5460 (2021).




