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Support vector machine-based prediction model for anti—coronavirus peptides
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Abstract: Anti—coronavirus peptides are a class of peptides with excellent inhibitory capabilities against coronaviruses. However,
identifying and screening potential anti — coronavirus peptides faces challenges due to large data volumes and high complexity,
necessitating a precise and efficient predictive tool to assist researchers. This study constructed an anti—coronavirus peptide prediction
model based on the latest information from an anti—coronavirus peptide database. The model achieved an accuracy of 86. 18% in five
—fold cross — validation, significantly outperforming random guessing. This research is expected to provide robust support for
improving the efficiency and accuracy of vaccine development, drug design, and therapeutic strategies.
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