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Classification of protein thermostability using Support Vector Machines and
K-Nearest Neighbors
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Abstract

Regarding amino acid composition as eigenvector, protein thermostability is classified using Support Vector Machines
and K-Nearest Neighbors.It is found that the result of using support vector machinesis better than K-Nearest
Neighbors.The local accuracy and global accuracy are 82.4% and 83.4% respectively.But the local accuracy and global
accuracy are 77.6% and 79.9% respectively using K-Nearest Neighbors. The prediction accuracy of two kinds of methods
can both prove that the amino acid composition is the main factor that influences the protein thermostability.
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