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Abstract: The generation and detection of random sequences play an important role in the application of Cryptography.
With the successful implementation of human genome project, using the random sequence detection tool to process DNA
sequences has a special significance. Based on the natural randomness of DNA sequences, this paper proposes a visuali-
zation model to display spatial distribution of measurement features of DNA sequences by using conjugate maps. The
model can provide a reference for the in-depth visualization study of DNA sequences on random measurement features.
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Figure 1. The flow diagram of DNA sequence visualization
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Figure 2. The packet processing diagram of DNA sequences

[ 2. DNA RIS AL ETRE

Copyright © 2013 Hanspub

Table 1. The types of measurement parameters
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Table 2. The value of probability measurements
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Table 3. The relationship between abbreviated name and
original name of DNA sequences
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Figure 3. The results of different length by using the measurement combination of {}3, (A) P (G)} : the first represents oryza sequence, the

second line represents maize sequence
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Figure 4. The results of different length by using the measurement combination of {IS. (A) P (A+T)} : the first represents oryza sequences,

the second line represents maize sequence
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