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Optimized Encoding Sequences Approach for DNA Computing
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Abstract: Encoding sequences design is a crucial problemin DNA conmputing. Not only an optimized approach for constructing
a st of encoding sequences was deweloped by using random generate and real-time filter algorithm, but several evaluation
terms were proposed to compare with other existing sequence design systems. The comparison results show the performance of
this approach outperforms the existing DNA sequence design systens, especially in preventing sequence self-complementary
from forming secondary structure and keeping the uniform melting temperature among sequences. It is convenient for user to
design and select proper encoding sequences in silicon, and can provide reliable and effective encoding sequences for control-
lable DNA computing.
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