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iDRBP_MMC: Identifying DNA-Binding Proteins and RNA-Binding Proteins Based on Multi-Label Learning
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5860-5875.

iLncRNAdis-FB: Identify IncRNA-Disease Associations by Fusing Biological Feature Blocks Through Deep
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PreTP-EL: prediction of therapeutic peptides based on ensemble learning. Briefings in Bioinformatics,
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TPpred-ATMV: therapeutic peptide prediction by adaptive multi-view tensor learning model. a1 31
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Protein Remote Homology Detection and Fold Recognition Based on Sequence-Order Frequency
Matrix. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2019, 16, 292-300.

NCBRPred: predicting nucleic acid binding residues in proteins based on multilabel learning. Briefings 6.5 21
in Bioinformatics, 2021, 22, . )

iCircDA-LTR: identification of circRNA3€“disease associations based on Learning to Rank. Bioinformatics,
2021, 37,3302-3310.

SMI-BLAST: a novel supervised search framework based on PSI-BLAST for protein remote homology a1 19
detection. Bioinformatics, 2021, 37, 913-920. :

DeeplDP-2L: protein intrinsically disordered region prediction by combining convolutional attention

network and hierarchical attention network. Bioinformatics, 2022, 38, 1252-1260.

PreRBP-TL: prediction of species-specific RNA-binding proteins based on transfer learning. a1 17
Bioinformatics, 2022, 38, 2135-2143. :
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iPiDA-sHN: |dentification of Piwi-interacting RNA-disease associations by selecting high quality

negative samples. Computational Biology and Chemistry, 2020, 88, 107361.

idenPC-MIIP: identify protein complexes from weighted PPl networks using mutual important
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Identification of Intrinsically Disordered Proteins and Regions by Length-Dependent Predictors Based
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Protein Fold Recognition by Combining Support Vector Machines and Pairwise Sequence Similarity
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idenPC-CAP: Identify protein complexes from weighted RNA-protein heterogeneous interaction
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AMPpred-EL: An effective antimicrobial peptide prediction model based on ensemble learning.
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Protein Fold Recognition Based on Auto-Weighted Multi-view Graph Embedding Learning Model.
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PL-search: a profile-link-based search method for protein remote homology detection. Briefings in
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S2L-PSIBLAST: a supervised two-layer search framework based on PSI-BLAST for protein remote
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