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Abstract

Typical clustering analysis can make similarity data together and show the use of the same or dif-
ferent spatial distribution of fragments presented in the sequence. This paper deals with DAN
sequences from different sources using statistical calculations and projection characteristics
grouped in three different nonlinear functions of the probability value measurements, getting a
visual on the genetic characteristics of the formation of the cluster distribution. Comparison
showed that similar stratification had the same trend and complementary characteristics at a
higher level, but there are obvious differences between the distributions of different types of gene
sequences.
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Figure 1. Nonlinear function of DNA probabilistic measurement system
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Figure 2. Process flow diagram
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Figure 3. DNA sequence grouping statistical methods
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Figure 4. DNA sequence classification statistical methods
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Figure 6. Nonlinear function of the probability value processing methods

E 6. LM RB R AR X

Table 1. Nonlinear function evaluating expressions
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Figure 7. Class A projected visualization results
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Figure 8. Class B projected visualization results
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Figure 9. Class C projected visualization results
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