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Correction

YVolume 162, No. 3

Primary structure of the Streptomyces R61 extracellular DD-peptidase. 1. Cloning into Streptomyces lividans and nucleo-
tide sequence of the gene, by C. Duez, C. Piron-Fraipont, B. Joris, J. Dusart, M. S. Urdea, J. A. Martial, J.-M. Frere and
J.-M. Ghuysen. ‘

Page 515, Fig. 5. The correct sequence for the Streptomyces R61 extracellular DD-peptidase is shown.
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Fig. 5. Nucleotide sequence of the Streptomyces R61 DD-peptidase precursor-encoding gene and amine acid sequence of the expressgd
and excreted enzme. The N-terminal alanine and C-terminal threonine of the mature, extracellular enzyme are in boxes. The processing
sites are shown by vertical arrows. The putative ribosome binding site is underlined. The inverted repeats of the putative transcription
termination signal are shown by horizontal arrows.





