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The dnaK and dnaJ genes code for heat shock proteins and are
located on a single operon in E. coli (1.2). The DnaK protein is
a member of a highly conserved family of proteins (hsp 70) found
in all living cells (3). The derived sequence of a 71kD protein
antigen from Mycobacterium tuberculosis shows it to be homologous
to the E. coli DnaK protein (4). Sequence analysis of an open
reading frame located 788 bp downstream from the dnaK gene of M.
tuberculosis indicates the occurrence of a 356 amino acid protein
(fig.1) sharing considerable segquence homology with the E. coli
DnaJd protein (fig.2) including conservation of four tandem
repeats of a motif consisting of Cys-X-X-Cys-X-Gly-X-Gly (marked
in £ig.1)(2). The DnaJ protein may resemble DnaK in being highly
conserved amongst widely differing organisms.
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Figure 2. Comparatave nnnl&:is of
E. coli and M. tuberculosis
genes.

Amino acid sequences were compared
using dot matrix programs
(Staden-Plus Software, Amershanm,
UK) with span length 15,
proportional score 180, identities
score 8. The repeated sequences
betueen residues 150 and 250 are
clearly seen in the dot matrix
analysis.

Figure 1. MNucleotide sequence for proposed dnaJ gene from M. tuberculosis.
Insert DNA fros lasbda gtil clone Y3273 (5) vas sequenced by Sanger dideoxy procedure (6).
A potential ribosome bdinding site is indicated along with the derived amino acid sequence

of an open reading frame dounstream fros the dnak gene.
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