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Abstract

With the development of plant genome sequencing, Arabidopsis gene sequencing has received
great attention from all over the world for its great scientific research value. At the same time, the
research on the sequence of Arabidopsis gene has been greatly advanced. Because of the specific
and complex of traditional genetic representations, we try to use a more intuitive and universal
genetic variable mapping system. Using this model, after preprocessing the DNA sequence ob-
tained from the gene pool, we count the number of bases A, C, G, and T and calculate the number of
AG, and AT. Then the quantity is projected into a two-dimensional or three-dimensional image
which can observe the characteristics of the DNA sequence of Arabidopsis. As can be seen from the
series of diagrams given, the new statistical distribution results provide basic information for
subsequent similarity analysis of gene sequences and higher dimensional studies.
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Figure 1. Processing flow
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Figure 2. Calculate with 50 as the data length unit
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Figure 3. Calculate with 60 as the data length unit
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Figure 4. Calculate with 70 as the data length unit
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Figure 5. Calculate with 80 as the data length unit
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Figure 6. Calculate with 90 as the data length unit
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Figure 7. Calculate with100 as the data length unit
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Figure 8. Calculate with 110 as the data length unit
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Figure 9. Calculate with 120 as the data length unit
9. A 120 ABURKE B usit
I RFFDNAZEE IR (NUM=130)
140 #IEFFDNAZ R (NUM=130)
8
10
7
8
6
6
5
£ 4
4
2
3
0
2 150
150
]
0 20 40 60 80 100 120 140
AT
Figure 10. Calculate with 130 as the data length unit
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Figure 11. Calculate with140 as the data length unit
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Figure 12. Calculate with 150 as the data length unit
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Figure 13. Calculate with 160 as the data length unit
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Figure 14. Calculate with 170 as the data length unit
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