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The laboratory processes begin with the construction of basic 1Kb DNA parts.
Typically 48-96 basic parts can be synthesized in a week by a single FTE. Several
robotic workstations are applied to handle the labor intensive steps shown in red.
The basic parts are then assembled to larger size constructs in a similar process.
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The FY13 synthesis capacity will be used primarily to support Bioenergy
Research Centers (BRCs) and our Community Sequencing Programs (CSPs).
Additional capacity will be used to develop proof-of-principle projects.

result in novel sequence driven applications. This will require substantial output
and cost improvements as well as increasingly complex regulation and circuitry
tools.

provides a web-base user interface to perform multi-part,
combinatorial assembly.
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