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Harnessing the power of synthetic biology, machine learning, and laboratory automation for fundamental and applied biological research
Self-driving Biofoundry Microbial Cell Factories

Engineer microorganisms on the genome, metabolic, and protein level for producing improved
and novel routes for advanced biofuel and industrial chemical synthesis

Synergize photocatalysis and enzymes to develop sustainable
methodologies for the synthesis of specialty chemicals

Apply state-of-the-art laboratory automation (iBioFAB) and machine learning to accelerate the
design-build-test-learn cycle

Leverage predictive power of machine learning to optimize Develop automated systems (iBioFAB) for optimizing
organism and enzyme screening, selection, and engineering and accelerating the engineering of biological systems

Engineer yeast strains capable of producing advanced
biofuels and important industrial chemicals
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