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Correction for ‘Bypassing the requirement for aminoacyl-tRNA by a cyclodipeptide synthase enzyme’ by

Christopher J. Harding et al., RSC Chem. Biol., 2021, 2, 230–240, DOI: 10.1039/D0CB00142B.

The authors regret that ref. 30–49 were incorrectly shown in the original article. The corrected references are shown here.
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The Royal Society of Chemistry apologises for these errors and any consequent inconvenience to authors and readers.
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