
Fig. 36. LEU-regulation of gene leuA in α-proteobacteria. The start and regulatory codons of the leader peptide are in bold, the stop codon is in bold 

italic, the left shoulder – in green, the right shoulder – in violet. 
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RDl             ACCGCACGCACCCUGCGCGCCACGGCUGCCCUACUGCUGCUAAUCCGCCUCUGAGCGUGCCC****UUCGGCGCGCCCGCUCAGAGGGAUGUGUUGCGCGCCACGGAUUGAAGCACAGAACGAAAGA 
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