Accelerated production and screening of
catalytically active inclusion body libraries
via automated workflows
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- The generation of successful CatIB variants is time-consuming due to repetitive manual steps
> Only a few CatIB variants are currently published

- No a priori prediction is possible for successful CatlB formation
> Automation enables testing of many variants to find the best combination for immobilization

- Aim: Development of automated workflows for high-throughput CatiB library construction,
CatIB screening, purification and characterization
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Analysis of 10 EcLDCc CatIB variants (2 Linkers + 5 Aggregation tags)
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Automated CatIB analysis workflow

E. coli + CatIBs
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* Microscopic analysis for phenotyping of inclusion body
producing strains

* CatlB purification and characterization for testing
the activity of the generated inclusion bodies
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implement a set of CatiB variants for diverse target proteins!
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48 strains: Manual work =100 h vs. Automated work =7.5 h
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