THE DEADLY GENOMES

GENOME STRUCTURE AND SIZE OF HARMFUL BACTERIA AND VIRUSES

WORLDWIDE ANNUAL CASES
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Each colored line represents the
genome of the bacterium or virus
that causes the disease. The size of
the genome and the percentage of
guanine or cytosine in the genome
(GC content) are also noted. For
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THE GENOME AS A PATH

The genome of cach bacterium or

virus is represented by a continuous
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is proportional to the size of the oy
genome. At each point along the
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content near that position;
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