High-Throughput Functional Screening of Calcium Biosensors via PicoShell-Enabled Directed Protein Evolution
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Background PicoShells: Lab on a Particle PicoShell Demonstration

- Deep Mutational Scanning of protein variants by: - PicoShells are hollow hydrogel microparticles enabling single-cell or colony

PicoShell Clonal Population Growth (E. coli expressing GCaMP)

Directed Protein Evolution: screening novel proteins encapsulation, allowing for analysis of millions of clones within a single day! srightfield  GCaMP  Picoshell Composite
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Conclusions and Future Directions

- PicoShells enable single-cell or colony screening workflows that can be leveraged for functional assays.
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- Antibiotic Susceptibility Testing (AST) on bacteria spiked in whole blood and isolated to encapsulate into PicoShells and screen for various MICs.
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