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_Introduction and Aim
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subject of intense research with promising Scheme A: °*°SEA based ligation chemisiry developed in our group
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(Scheme A). Upon activation by a reductant, they
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cysteine residue to provide a ligated pepftide.
Notably, the reaction has been reported to be
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-Conclusion

The library of *°SEA ncAAs synthetized will help us understand the problems encountered during the first attempts of incorporation of the °X°SEA lysine and will hopefully
allow us to achieve the ambitious challenge of genetically encode the latter in a target protein. Once this objective will be achieved we will be able to exploit the
features of the °*°SEA based ligation chemistry for the development of a polycondensation method for the synthesis of tailored biopolymers.
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