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Algorithm for Integration of Multiple Eukaryotic
Gene Prediction Results
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(College of Information and Technology. Nanjing Agricultural University, Nanjing, 210095, China)

Abstract: Considering the disadvantage of poor reliability of the single prediction algorithm,
the paper presents an algorithm for integration of multiple eukaryotic gene prediction results
(AIMEGPR). AIMEGPR took account of the results of multiple prediction software and used
the maximum likelihood method to estimate the performance parameters of various prediction
algorithms. Then AIMEGPR used these performance parameters to calculate the posterior
probability which class the gene segment in gene evidence region belongs to. Finally, AIMEG-
PR determined an optimal consensus gene structure for gene evidence region using dynamic
programming method. AIMEGPR does not require integration of the rules offered by experts,
and also does not require complex training study. Therefore, AIMEGPR has a significant supe-
riority on annotation for the new sequencing genome. The experimental results show that
AIMEGPR can improve the reliability of consensus genes.
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