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Implementation of Genetic Programming
to which applied Reverse Transcription Mechanism from RNA to DNA
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In this paper, reverse transcription mechanism of genes from RNA to DNA is introduced into the evolution operation of
GP to implement real time learning where there exist a few numbers of individuals. The experiment on generating a shooting
simulation program shows that performance of the population generated by this model is more than 25% higher than the one

by normal GP.
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Fig. 1 Reverse Transcription from RNA to DNA
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Fig. 2 Proposed Algorithm Method
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Fig. 3 Coded program and its structure (example)

if( CountEnemyUpRight( 176, 208 ) > CountEnemyUpLeft( 296, 424 ) )

Shoot( void );
}

else

{
if( CountEnemyUpLeft( 256, 256) > CountEnemyRightRadius( 160 ) )

{
MovelLeft( void );

}

else

Shoot( void );
}
3

Fig.4 Decoded program (example)
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Fig. 5 Transcription region (example)

Fig.9 Effector function
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Fig. 10 Comparison of normal GP and proposed GP
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Fig. 11 Regulation of reverse transcription
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