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Prediction of Protein Secondary Structure
by Combination of Support Vector Machine
and Markov models
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121

Pamzhant 12120, Thetnd.

Support Vector Machine s a novel approach for protein secondary
structure prediction. 1ng theory and its generalization, SVM
was reported to have ou ! resu’Rs fo many applications on Bioinformatics.
Even through the me i cture prediction based on SVM
achieved a good perfor e remarkably high results. The
primary obstacle that ‘the predicting model is an
inappropriately encodin nce data. Thus, finding an

sequences With this Ve that contain the essential features
of protein sequence c§ , ; ; 410 train SVM classifiers. Our
method achieved the_h jer advanced methods at
present. The SVM toﬂer with Markov tra encoding scheme produces
the performance of t -state overall per-res1due accuny measure Q3 = 81.39 and
segment overlap accuraey gneasure SOV %,78.64% through a seven-folded cross
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Keywords: Protein secondary structure prediction, Support Vector Machine
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