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Proteomics and Bioinformatics, 2020, 18, 72-80. 3.0 197
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30 PTMD: A Database of Human Disease-associated Post-translational Modifications. Genomics,
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31 Efficient Feature Selection and Classification for Vehicle Detection. IEEE Transactions on Circuits and
Systems for Video Technology, 2015, 25, 508-517. 5.6 128
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33 Open resource of clinical data from patients with pneumonia for the prediction of COVID-19 outcomes
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34 GPS-Lipid: a robust tool for the prediction of multiple lipid modification sites. Scientific Reports, 2016,
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36 Prediction of NÎµ-acetylation on internal lysines implemented in Bayesian Discriminant Method.
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38 Bat algorithm with triangle-flipping strategy for numerical optimization. International Journal of
Machine Learning and Cybernetics, 2018, 9, 199-215. 2.3 101

39 UUCD: a family-based database of ubiquitin and ubiquitin-like conjugation. Nucleic Acids Research,
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41 GPS-CCD: A Novel Computational Program for the Prediction of Calpain Cleavage Sites. PLoS ONE, 2011,
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43 Pyruvate Kinase M2 Activates mTORC1 by Phosphorylating AKT1S1. Scientific Reports, 2016, 6, 21524. 1.6 92

44 Gene selection for tumor classification using neighborhood rough sets and entropy measures.
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45 NBA-Palm: prediction of palmitoylation site implemented in NaÃ¯ve Bayes algorithm. BMC Bioinformatics,
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46 GPS-PAIL: prediction of lysine acetyltransferase-specific modification sites from protein sequences.
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48 DeepNitro: Prediction of Protein Nitration and Nitrosylation Sites by Deep Learning. Genomics,
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49 Adaptive crossover operator based multi-objective binary genetic algorithm for feature selection in
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Fast and Accurate Classification of Time Series Data Using Extended ELM: Application in Fault
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72 Phosphoproteome-based kinase activity profiling reveals the critical role of MAP2K2 and PLK1 in
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proteins. Briefings in Bioinformatics, 2017, 18, bbw041. 3.2 47
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Domains (ThUBDs). Molecular and Cellular Proteomics, 2016, 15, 1381-1396. 2.5 44
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83 Information Commons for Rice (IC4R). Nucleic Acids Research, 2016, 44, D1172-D1180. 6.5 41
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90 Insulin signaling regulates longevity through protein phosphorylation in Caenorhabditis elegans.
Nature Communications, 2021, 12, 4568. 5.8 38
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