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DNA sequence analysis of the aceA gene coding for E.coli isocitrate lyase (1,2) has revealed
an open reading frame of 1302 bp. This gene is located in a BamHI-Aval fragment of the ace
operon (3,4). The 5'-flanking region contains a GGAG sequence (underlined) similar to the
consensus ribosome-binding site sequence. The deduced amino acid sequence indicates a
protein of 47700 daltons containing 434 amino acid residues.
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