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A novel visual modal of DNA sequence based on image
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Abstract ; Traditional visual modals of DNA sequence are limited to short DNA sequences and lack a general

analyzing method of the visual graph. We put forward a novel visual modal of DNA sequence that transforms one

dimensional DNA sequence into two dimensional 256-color gray-scale image, making the visualization of long DNA

sequence possible. We can get the scale, distribution of four different bases, disorder of the original DNA sequence

by analyzing the visual image of DNA sequence with the sophisticated image processing methods. We can also get

the similarity between different DNA sequences by comparing their visual images.
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transcript variant 4 199.878 8 140.898 6 112.050 8 0
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