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Expression efficiency of prokaryotic DNA based on

the minimum Hamming distance decoding

FENG Wen-jiang, CHU Chun, LONG Hong-mei
(College of Communication Engineering, Chongqing University, Chongging 400030, P. R. China)

Abstract: We presented herein a communication theoretical model which used the translation of gene

expression. Based on the minimum Hamming distance decoding, the processing of the expression efficiency

of prokaryotic DNA was analyzed and simulated when the ribosome 16S RNA mutate. The results showed

prokaryotes could correct the DNA based on the ribosome 16S RNA.

It was demonstrated that the

communications coding theory in the analysis of the genetic information transfer of prokaryotes was

efficient.
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