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Figure. Map of the Haemopkilus influcnzae penome

The predicted coding regions in the outer concentric circle are indicated with colors representing their
functional roles. The outer perimeter shows the Norl, Rerll, and Smal restriction sites. The inner
concentric circle shows regions of high G+C content and high A+T content. The third circle shows the
coverage by clones. The fourth circle shows the locations of rRNA operons, tRNAs, and the mu-like
prophage. The fifth circle shows simple tandem repeats and the probable origin of replication.

Haemophilus influenzae has a much larger genome, 1.8 megabase and 1,743 genes (see Figure). More
than 40% of the genes have unknown functions. It has already been found that the bacterium lacks three
Krebs Cycle genes and thus a functlicnal cycle. It does devole many more genes (64 genes) to
regulatory functions than does Mycoplasma genitalium. Hinfluenzae 15 a species capable of
transformation. The process must be very important to this bacterium because it contains 1,463 copics
of the recognition sequence used in DNA upiake during transformation. The lsrge number of unknown
gencs has great significance. It shows how little we know about microbial biology. Clearly there is
much more to learn about the genetics, physiology, and metabolism of prokaryotes, even of those that
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