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Legionella pneumophila, the cause of Legionnaires’ disease, is able to survive
intracellularly in eukaryotic cells such as monocytes, macrophages, and protozoan
organisms. The panB gene from Legionella pneumophila encoding the first enzyme of
the panthothenate biosynthesis pathway, ketopantoate hydroxymethyl-transferase
(KPHMT), has been isolated by functional complementation of E. coli Hff300 YA139,
which carries the panB mutation and lacks KPHMT activity. Positive clones were
analyzed by BLASTP and ORF search of the National Center for Biotechnology
Information (NCBI) protein data bases. The first ORF, which is not complete, is 229 bp
in length, and the second is 789 bp. Amino acid sequence comparison of the ORF with
the NCBI data base revealed that the first ORF were sequence similarity with the
sequence of panC and that the second ORF were similar with the panB gene. The panB
gene is encoding a protein of 262 amino acids with a predicted Mr of 28,591. panB and
panC lie adjacent to one another, which is oriented in the same direction. L.
pneumophila panB was determined by sequence comparison using an unweighted
Clustal W method. The resulting phylogenetic tree of these proteins could be divided
into the two groups. The most homologous was the panB encoded by Bacillus subtilis.
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