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Genetic code expansion (Figure 1) allows unnatural (non-canonical) amino acid incorporation into 

proteins of interest by repurposing the cellular translation machinery.1 The development of this 

technique has enabled site-specific incorporation of many structurally and chemically diverse amino 

acids, facilitating a plethora of applications. Here I will show how genetic code expansion can be 

applied to regulate protein function in mammalian cells2 and study protein post-translational 

modification.3 

  

 

Figure 1. Concept of genetic code expansion.  
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