SMASH: Single Molecule Antibody Screening with High-throughput imaging system
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INTRODUCTION USE CASE 1. AFFINITY MATURATION USE CASE 2. CAR-T BINDER TUNING

Larger, more diverse antibody libraries are being screened in recent years. Despite In this study, we produced 8 FDA-approved Fab antibodies and 2 targeting the The unmet needs in CAR-T therapy involve selecting CAR binders with moderated
enabling the high-throughput screening of extensive libraries, the process for identification || Coronavirus spike protein. Their binding affinity (Ky) was assessed using SPID and compared || affinity and fast dissociation rates (k_¢) to enhance both the efficacy and safety (Fig. 5.).
and characterization of antibodies remains laborious and time-intensive. with SPR, revealing a correlation coefficient of 0.98. Single-point measurements at Affinity-tuned Antibody for Enhanced CAR-T Cell Function and Selectivity Antigen expression

Here we report a high-throughput antibody affinity measurement platform utilizing || equilibrium provide reliable K, determination, consistent with binding curve analysis (Fig. 3).| .. , e —
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Fig. 2 Ultra-sensitivity of SPID enabling the analysis of crude protein types. Trastuzumab scFab variants from site-saturated mutagenesis library (bottom). measurement and comprehensive analysis.
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