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Abstract The domain linker prediction plays an important role in efficient protein structure analysis. Since previous domain linker prediction 

methods have employed sliding window, these methods do not explicitly consider the position dependence of amino acids within domain 

linkers. In this paper, we propose a novel domain linker prediction method, focusing on both ends of the domain linker. Our method employs 

Support Vector Machines, which train on position dependence of amino acids extracted from the position-specific scoring matrix. As a result 

of the experiment using data set of coil regions determined by DSSP, we confirmed that our method could achieve about 20 percent increase 

in sensitivity and specificity over the previous ones.
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