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Abstract

With the development of genetic engineering technology, the gene database is expanding, and the
methods of DNA data processing are improving. In this paper, the complex tobacco DNA data are
projected into a visualized graph by using the variable map technique. And the data are projected
separately using different segments. These results provide a reference for further tobacco genome
research.
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Figure 1. Process module
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Figure 3. Measuring module
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Figure 4. Color maps of different group lengths (m = 80~260)
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Figure 5. Color maps of different group lengths (m = 124~160)
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