
Just in Time Semi-Automated Protein

Production

The solution is a novel protocol for making and testing proteins called Just in

Time Semi-Automated Protein Production (JIT-SAPP), which allows a single user

to produce up to 192 purified proteins in under a week.

What is the Problem?

Recent advances in designing new proteins using deep learning methods have enabled the

creation of proteins with desired functions or properties that can be used in therapeutic,

vaccine, and environmental sustainability applications. However, current standard laboratory

methods to make proteins are labor intensive and low throughput. As a result, there is a need

to develop high-throughput protein production methods.

What is the Solution?

The solution is a novel protocol for making and testing proteins called Just in Time Semi-

Automated Protein Production (JIT-SAPP), which allows a single user to produce up to 192

purified proteins in under a week. This protocol makes four times more protein using less

reagents and producing less waste than standard laboratory methods. JIT-SAPP uses a series of

automated laboratory modules for DNA assembly, protein expression, and protein testing to

reduce the time and effort required to generate new designer proteins.

What is the Competitive Advantage?

The competitive advantage of this technology lies in its ability to standardize and automate

protein production methods, significantly increasing the throughput with which new proteins

can be generated. JIT-SAPP is built with custom, end-to-end software for executing experiments

and tracking data, enabling flexibility in protocol changes. This technology can be used to

quickly bring a protein designed on the computer into the real world.
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