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Figure 1 shows RNA polymerase and its
subunits in the bacteria Thermus
aquaticus- www.genome.jo/kegq/

creates a more hospitable environment. After H. pylori
remains In the stomach, it moves toward epithelium cells
using its flagella. As soon as it reaches the cells, the bacteria

significantly from the proposed gene annotation for each of the

Figure 3 shows the large and small subunit of a ribosome. Circled in genes in the group and as SUCh, the genes appear to be

red is the L3 domain making up part of the large subunit-
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