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Synthetic biology genetic design software: Review of iGEM software design
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Abstract ; With the expansion of the gene circuits scale and its application, traditional approaches to design gene
circuits for synthetic biology are faced with new challenges. The construction of the new synthetic genetic circuits
requires a long experimental cycle with huge cost of trial and error, so it is difficult to get satisfying results in a
short time by simply relying on experiments. The iGEM software design competition aims to make the design and
prediction of genetic circuits more efficient and automatic. In order to understand the software design better and
acquire new design ideas, the projects of iIGEM software teams of recent years are summarized, where the
background, purpose, design scheme, and application of the projects were investigated. After comparison and
summarization, these projects could be classified into four categories according to their functions: (D auxiliary
design, @ data sharing, 3 cooperation and communication, and @ data analysis. The review could provide new
ideas for the future iGEM software design, and the development of systematic genetic circuit design automation for
synthetic biology.
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E.colipse - Who's your pABA: intelligent sun protection + Advance to Championship
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E.colipse is an intelligent and adaptive sun radiation protection system which responds to UV

exposure with the production of the protective agent pABA. To detect hazardous levels of sun
radiation our system is based on UVR-8, a UV sensing protein from plants. In its dark state, this
protein forms a homodimer that dissociates upon UV radiation. We fused UVR-8 with the DNA
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