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Application of error-correction coding theory in the study of bioinformation
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2 College of Life Sciences, China Jiliang University, Hangzhou 310018, China)

Abstract: Based on the feature that information is stored and transmitted in living systems with request of high

stablity, error—correction coding theory of modern communication engineering is employed for study of genetic

sequences and design of biological test systems. The basis, the current applications and the perspectives of the

method are presented in this article.
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