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Bioinformatics, 2006, 7, 319
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Classifying the molecular functions of Rab GTPases in membrane trafficking using deep
convolutional neural networks. Analytical Biochemistry, 2018, 555, 33-41

iMotor-CNN: Identifying molecular functions of cytoskeleton motor proteins using 2D L
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A transformer architecture based on BERT and 2D convolutional neural network to identify DNA
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transformers. Computers in Biology and Medicine, 2021, 131, 104258
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5 N-linked glycosylation sites in ion channels. Computers in Biology and Medicine, 2021, 130, 104212

~
N

Addressing data imbalance problems in ligand-binding site prediction using a variational
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