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Analysis of Mass Spectral Data Based on ACO-SVM

ZHANG Rong*?, FENG Bin!
(1. School of Information Technology, Jiangnan University, Wuxi 214122;
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Abstract The high dimensional and small sample sizes natures of bioinformatics pose a great challenge for many modeling problems. A novel
method is raised that combines using SNR as prior information in the Ant Colony Optimization(ACO) searching process. Combined with support
vector machines, it is applied to identify relevant serum proteomic biomarkers. Experimental results show that the proposed method has strong
power in distinguishing cancer patients from healthy individuals, and yields up to 94% sensitivity and 92.4% specificity.
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