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Abstract

Novel coronavirus is officially named 2019-ncov in January 2020, and has not been well controlled
until now. The DNA base sequence of avirus plays a decisive role in the character of avirus. This
paper analyzes the differences between novel coronavirus DNA from four countries (China, Amer-
ica, Australia and Germany). The novel coronavirus DNA sequences from different countries were
selected, and the visual analysis of the differences between four viruses was given in the form of
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information entropy, relative entropy and cross entropy.
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Figure 1. Measuring module
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Figure 2. Processing module
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Figure 3. Visualization module
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Figure 4. Six kinds of sequence frequency distribution
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Figure 5. AG sequence frequency distribution
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Figure 6. AC sequence frequency distribution
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Figure 7. AT sequence frequency distribution

& 7. AT FHISRZE S

DOI: 10.12677/hjcb.2021.112003

25

THE A


https://doi.org/10.12677/hjcb.2021.112003

Wi, MELE

Data

0.382 1
0.381 1
0.381 1
0.380 1
0.380 1
0.379 1
0.379 1
0.378 1

0.378 4

® China
® USA
® DEU
® AUS

GC

X

Figure 8. GC sequence frequency distribution
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Figure 9. GT sequence frequency distribution
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Figure 10. CT sequence frequency distribution
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Figure 11. Information entropy of four regions
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Figure 12. The relative entropy of the AG distribution
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Figure 13. The cross entropy of the AG distribution
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