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Abstract

Due to the complementary symmetry properties of the double helix of DNA sequence and compli-
cated space structure, exploring long-range DNA pieces matching characteristics, especially on the
complementary relationship has important significance. In this paper, the substring-complementary
string matching technique is used to predict the possible structure of hairpin structure and detect
palindromic structure in DNA sequences. With using statistical measurement method to processing
DNA, and comparing with the results of analysis, visualization of measured-date, large amounts of
complex DNA sequences can be analyzed speedy. Through the results, the matching structure in se-
lective DNA sequence does exist in long distance. Visualization methods, the analysis of the charac-
teristics of the measuring model and extract visual mechanism given in the paper can provide a
model and practice foundation for different DNA sequence data, and the application of visualization
analysis of structure research.
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Figure 1. System model
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Figure 3. Visualization model
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Figure 5. The matching results of CCATGG in dataset 1
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Figure 6. The matching results of ATTTTT in dataset 1
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Figure 9. The matching results of TTTTTT in dataset 2
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