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The ability to introduce non-canonical amino acids in vivo has greatly
expanded the repertoire of accessible proteins for basic research and
biotechnological application.Here, the different methods and strategies
to incorporate new or modified amino acids are explained in detail,
including a lot of practical advice for first-time users of this powerful
technique.Novel applications in protein biochemistry, genomics,
biotechnology and biomedicine made possible by the expansion of the
genetic code are discussed and numerous examples are given.Essential
reading for all molecular life s
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