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6 scIMC: a platform for benchmarking comparison and visualization analysis of scRNA-seq data
imputation methods. Nucleic Acids Research, 2022, 50, 4877-4899. 6.5 12
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8 EOCSA: Predicting prognosis of Epithelial ovarian cancer with whole slide histopathological images.
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12 Predicting drug-induced hepatotoxicity based on biological feature maps and diverse classification
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16 Learning embedding features based on multisense-scaled attention architecture to improve the
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17 Integrated Bioinformatic Analysis of the Expression and Prognosis of Caveolae-Related Genes in
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19 Identification of glioblastoma molecular subtype and prognosis based on deep MRI features.
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20 Identification of expression signatures for non-small-cell lung carcinoma subtype classification.
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21 Empirical comparison and analysis of web-based cell-penetrating peptide prediction tools. Briefings in
Bioinformatics, 2020, 21, 408-420. 3.2 122

22 Meta-GDBP: a high-level stacked regression model to improve anticancer drug response prediction.
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24 Construction of Retinal Vessel Segmentation Models Based on Convolutional Neural Network.
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29 A Bioinformatics Tool for the Prediction of DNA N6-Methyladenine Modifications Based on Feature
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30 iRNA5hmC: The First Predictor to Identify RNA 5-Hydroxymethylcytosine Modifications Using Machine
Learning. Frontiers in Bioengineering and Biotechnology, 2020, 8, 227. 2.0 26

31
Developing a Multi-Dose Computational Model for Drug-Induced Hepatotoxicity Prediction Based on
Toxicogenomics Data. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2019, 16,
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32 Integration of deep feature representations and handcrafted features to improve the prediction of
N6-methyladenosine sites. Neurocomputing, 2019, 324, 3-9. 3.5 130

33 Supervised Brain Tumor Segmentation Based on Gradient and Context-Sensitive Features. Frontiers in
Neuroscience, 2019, 13, 144. 1.4 29

34 DUNet: A deformable network for retinal vessel segmentation. Knowledge-Based Systems, 2019, 178,
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35 Iterative feature representations improve N4-methylcytosine site prediction. Bioinformatics, 2019, 35,
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36 PEPred-Suite: improved and robust prediction of therapeutic peptides using adaptive feature
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37 Deep-Resp-Forest: A deep forest model to predict anti-cancer drug response. Methods, 2019, 166, 91-102. 1.9 182

38 Exploring sequence-based features for the improved prediction of DNA N4-methylcytosine sites in
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40 Comparative analysis and prediction of quorum-sensing peptides using feature representation
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51 Prediction of drug-induced nephrotoxicity and injury mechanisms with human induced pluripotent
stem cell-derived cells and machine learning methods. Scientific Reports, 2015, 5, 12337. 1.6 84
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55 Tubule detection in testis images using boundary weighting and circular shortest path. , 2013, 2013,
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59 Junction detection for linear structures based on Hessian, correlation and shape information.
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