AGRICULTURE & FOOD

Machine learning (ML) methods have shown promising results in identifying candidate genes when applied to large transcriptome datasets. However, no attempt has been made to
compare the performance of combining different ML methods together in the prediction of high and low feed efficiency (HFE and LFE) animals. In this study, using RNA-seq data of five
tissues from 18 Nellore bulls, we evaluated the prediction accuracies of four analytical methods in classifying animals according to their feed efficiency potential.
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* Classfcaton of HFE and LFE aremals with Support Vector Machne (SYM)
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