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Implementation of GA Processor for Efficient Sequence Generation
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Abstract @ DNA computing based DNA sequence is operated through the biology experiment. Biology
experiment used as operator causes illegal reactions through shifted hybridization, mismatched hybridization,
undesired hybridization of the DNA sequence. So, it is essential to design DNA sequence to minimize the
potential errors. This paper proposes method of the DNA sequence generation based evolutionary operation
processor. Genetic algorithm was used for evolutionary operation and extra hardware, namely genetic algorithm
processor was implemented for solving repeated evolutionary process that causes much computation time. To
show efficiency of the proposed processor, excellent result is confirmed by comparing between fitness of the
DNA sequence formed randomly and DNA sequence formed by genetic algorithm processor. Proposed genetic
algorithm processor can reduce the time and expense for preparing DNA sequence that is essential in DNA

computing. Also it can apply design of the oligomer for development of the DNA chip or oligo chip.
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Fig 3. Block diagram of GA processor

2. Random Number Generator(RNG)
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Fig 4. Random number generator(RNG)
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