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2 HemI: A Toolkit for Illustrating Heatmaps. PLoS ONE, 2014, 9, e111988. 2.5 963
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4 GPS 2.0, a Tool to Predict Kinase-specific Phosphorylation Sites in Hierarchy. Molecular and Cellular
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5 CSS-Palm 2.0: an updated software for palmitoylation sites prediction. Protein Engineering, Design and
Selection, 2008, 21, 639-644. 2.1 511
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8 Database Resources of the National Genomics Data Center, China National Center for Bioinformation
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12 Self-Adaptive Particle Swarm Optimization for Large-Scale Feature Selection in Classification. ACM
Transactions on Knowledge Discovery From Data, 2019, 13, 1-27. 3.5 253

13 Plasma Proteomics Identify Biomarkers and Pathogenesis of COVID-19. Immunity, 2020, 53, 1108-1122.e5. 14.3 228

14 Systematic study of protein sumoylation: Development of a siteâ€•specific predictor of SUMOsp 2.0.
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15 GPS-SNO: Computational Prediction of Protein S-Nitrosylation Sites with a Modified GPS Algorithm.
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16 GPS 2.1: enhanced prediction of kinase-specific phosphorylation sites with an algorithm of motif
length selection. Protein Engineering, Design and Selection, 2011, 24, 255-260. 2.1 217
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18 Text classification based on deep belief network and softmax regression. Neural Computing and
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19 PLMD: An updated data resource of protein lysine modifications. Journal of Genetics and Genomics,
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20 GPS 5.0: An Update on the Prediction of Kinase-specific Phosphorylation Sites in Proteins. Genomics,
Proteomics and Bioinformatics, 2020, 18, 72-80. 6.9 197

21 PPSP: prediction of PK-specific phosphorylation site with Bayesian decision theory. BMC
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22 SUMOsp: a web server for sumoylation site prediction. Nucleic Acids Research, 2006, 34, W254-W257. 14.5 179
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24 Database Resources of the National Genomics Data Center in 2020. Nucleic Acids Research, 2020, 48,
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25 Systematic Analysis of Protein Phosphorylation Networks From Phosphoproteomic Data. Molecular
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27 CPLM: a database of protein lysine modifications. Nucleic Acids Research, 2014, 42, D531-D536. 14.5 155
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29 CSS-Palm: palmitoylation site prediction with a clustering and scoring strategy (CSS). Bioinformatics,
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30 PTMD: A Database of Human Disease-associated Post-translational Modifications. Genomics,
Proteomics and Bioinformatics, 2018, 16, 244-251. 6.9 129

31 Efficient Feature Selection and Classification for Vehicle Detection. IEEE Transactions on Circuits and
Systems for Video Technology, 2015, 25, 508-517. 8.3 128

32 MeMo: a web tool for prediction of protein methylation modifications. Nucleic Acids Research, 2006,
34, W249-W253. 14.5 123

33 Open resource of clinical data from patients with pneumonia for the prediction of COVID-19 outcomes
via deep learning. Nature Biomedical Engineering, 2020, 4, 1197-1207. 22.5 122

34 GPS-Lipid: a robust tool for the prediction of multiple lipid modification sites. Scientific Reports, 2016,
6, 28249. 3.3 120

35 DrLLPS: a data resource of liquidâ€“liquid phase separation in eukaryotes. Nucleic Acids Research, 2020,
48, D288-D295. 14.5 112

36 Prediction of NÎµ-acetylation on internal lysines implemented in Bayesian Discriminant Method.
Biochemical and Biophysical Research Communications, 2006, 350, 818-824. 2.1 106
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37 Self-adaptive parameter and strategy based particle swarm optimization for large-scale feature
selection problems with multiple classifiers. Applied Soft Computing Journal, 2020, 88, 106031. 7.2 105

38 Bat algorithm with triangle-flipping strategy for numerical optimization. International Journal of
Machine Learning and Cybernetics, 2018, 9, 199-215. 3.6 101

39 UUCD: a family-based database of ubiquitin and ubiquitin-like conjugation. Nucleic Acids Research,
2013, 41, D445-D451. 14.5 99

40 GPS-YNO2: computational prediction of tyrosine nitration sites in proteins. Molecular BioSystems,
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41 GPS-CCD: A Novel Computational Program for the Prediction of Calpain Cleavage Sites. PLoS ONE, 2011,
6, e19001. 2.5 94

42 A Self-Adaptive Mutation Neural Architecture Search Algorithm Based on Blocks. IEEE Computational
Intelligence Magazine, 2021, 16, 67-78. 3.2 93

43 Pyruvate Kinase M2 Activates mTORC1 by Phosphorylating AKT1S1. Scientific Reports, 2016, 6, 21524. 3.3 92

44 Gene selection for tumor classification using neighborhood rough sets and entropy measures.
Journal of Biomedical Informatics, 2017, 67, 59-68. 4.3 90

45 NBA-Palm: prediction of palmitoylation site implemented in NaÃ¯ve Bayes algorithm. BMC Bioinformatics,
2006, 7, 458. 2.6 88

46 GPS-PAIL: prediction of lysine acetyltransferase-specific modification sites from protein sequences.
Scientific Reports, 2016, 6, 39787. 3.3 88
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Convolutional Neural Networks. International Journal of Neural Systems, 2021, 31, 2150035. 5.2 82

48 DeepNitro: Prediction of Protein Nitration and Nitrosylation Sites by Deep Learning. Genomics,
Proteomics and Bioinformatics, 2018, 16, 294-306. 6.9 81

49 Adaptive crossover operator based multi-objective binary genetic algorithm for feature selection in
classification. Knowledge-Based Systems, 2021, 227, 107218. 7.1 81

50 Multi-Objective Feature Selection With Missing Data in Classification. IEEE Transactions on Emerging
Topics in Computational Intelligence, 2022, 6, 355-364. 4.9 79
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52
Fast and Accurate Classification of Time Series Data Using Extended ELM: Application in Fault
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53 PhosSNP for Systematic Analysis of Genetic Polymorphisms That Influence Protein Phosphorylation.
Molecular and Cellular Proteomics, 2010, 9, 623-634. 3.8 72

54 Measures of uncertainty for neighborhood rough sets. Knowledge-Based Systems, 2017, 120, 226-235. 7.1 71
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55 Discrete gbest-guided artificial bee colony algorithm for cloud service composition. Applied
Intelligence, 2015, 42, 661-678. 5.3 70

56 Genome of Plant Maca ( Lepidium meyenii ) Illuminates Genomic Basis for High-Altitude Adaptation in
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57 GPS-Palm: a deep learning-based graphic presentation system for the prediction
of<i>S</i>-palmitoylation sites in proteins. Briefings in Bioinformatics, 2021, 22, 1836-1847. 6.5 64
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59 Metformin activates chaperone-mediated autophagy and improves disease pathologies in an Alzheimer
disease mouse model. Protein and Cell, 2021, 12, 769-787. 11.0 63
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61 CPLA 1.0: an integrated database of protein lysine acetylation. Nucleic Acids Research, 2011, 39,
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Stable Isotope Metabolic Labeling-based Quantitative Phosphoproteomic Analysis of Arabidopsis
Mutants Reveals Ethylene-regulated Time-dependent Phosphoproteins and Putative Substrates of
Constitutive Triple Response 1 Kinase. Molecular and Cellular Proteomics, 2013, 12, 3559-3582.

3.8 58

63 iUUCD 2.0: an update with rich annotations for ubiquitin and ubiquitin-like conjugations. Nucleic
Acids Research, 2018, 46, D447-D453. 14.5 57

64 CPSS: a computational platform for the analysis of small RNA deep sequencing data. Bioinformatics,
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65 A Summary of Computational Resources for Protein Phosphorylation. Current Protein and Peptide
Science, 2010, 11, 485-496. 1.4 53

66 EKPD: a hierarchical database of eukaryotic protein kinases and protein phosphatases. Nucleic Acids
Research, 2014, 42, D496-D502. 14.5 52

67 Mechanism of cargo recognition by retromer-linked SNX-BAR proteins. PLoS Biology, 2020, 18, e3000631. 5.6 51

68 DPCG: an efficient density peaks clustering algorithm based on grid. International Journal of Machine
Learning and Cybernetics, 2018, 9, 743-754. 3.6 50

69 A robust density peaks clustering algorithm using fuzzy neighborhood. International Journal of
Machine Learning and Cybernetics, 2018, 9, 1131-1140. 3.6 49

70 Fuzzy Multilevel Image Thresholding Based on Improved Coyote Optimization Algorithm. IEEE Access,
2021, 9, 33595-33607. 4.2 49

71 EPSD: a well-annotated data resource of protein phosphorylation sites in eukaryotes. Briefings in
Bioinformatics, 2021, 22, 298-307. 6.5 49

72 Phosphoproteome-based kinase activity profiling reveals the critical role of MAP2K2 and PLK1 in
neuronal autophagy. Autophagy, 2017, 13, 1969-1980. 9.1 48
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FEBS Letters, 2005, 579, 3369-3375. 2.8 46

75 Mal-Lys: prediction of lysine malonylation sites in proteins integrated sequence-based features with
mRMR feature selection. Scientific Reports, 2016, 6, 38318. 3.3 46

76 dbPPT: a comprehensive database of protein phosphorylation in plants. Database: the Journal of
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77 A hybrid biogeography-based optimization and fuzzy C-means algorithm for image segmentation. Soft
Computing, 2019, 23, 2033-2046. 3.6 45

78 Enhanced Purification of Ubiquitinated Proteins by Engineered Tandem Hybrid Ubiquitin-binding
Domains (ThUBDs). Molecular and Cellular Proteomics, 2016, 15, 1381-1396. 3.8 44

79 Research on denoising sparse autoencoder. International Journal of Machine Learning and
Cybernetics, 2017, 8, 1719-1729. 3.6 44

80 Density peaks clustering using geodesic distances. International Journal of Machine Learning and
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PLoS ONE, 2012, 7, e34370. 2.5 44
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83 Information Commons for Rice (IC4R). Nucleic Acids Research, 2016, 44, D1172-D1180. 14.5 41
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90 Insulin signaling regulates longevity through protein phosphorylation in Caenorhabditis elegans.
Nature Communications, 2021, 12, 4568. 12.8 38
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120 Self-adaptive bat algorithm for large scale cloud manufacturing service composition. Peer-to-Peer
Networking and Applications, 2018, 11, 1115-1128. 3.9 22
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optimization. Applied Mathematics and Computation, 2014, 231, 329-346. 2.2 20

124 Efficient business process consolidation: combining topic features with structure matching. Soft
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Domains (ThUBDs). Molecular and Cellular Proteomics, 2016, 15, 1381-1396. 3.8 15
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156 GPS-Uber: a hybrid-learning framework for prediction of general and E3-specific lysine ubiquitination
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193 A classification method based on self-adaptive artificial bee colony. , 2017, , . 1

194 Stable Flexible Piezoresistive Sensors with Viscoelastic Ni Nanowiresâ€•PDMS Composites and Ni Foam
Electrodes. Zeitschrift Fur Anorganische Und Allgemeine Chemie, 2021, 647, 1031-1037. 1.2 1

195 Computational Identification of Protein Kinases and Kinase-Specific Substrates in Plants. Methods in
Molecular Biology, 2015, 1306, 195-205. 0.9 1

196 A Classification Model Based on Improved Self-Adaptive Fireworks Algorithm. Advances in
Computational Intelligence and Robotics Book Series, 2020, , 148-175. 0.4 1

197 A Sensitivity-Based Improving Learning Algorithm for Madaline Rule II. Mathematical Problems in
Engineering, 2014, 2014, 1-8. 1.1 0

198 Security system construction of land and resources network based on intrusion detection. , 2015, , . 0



13

Yu Xue

# Article IF Citations

199 Intrusion Detection System Based on an Updated ANN Model. Lecture Notes in Computer Science, 2021, ,
472-479. 1.3 0

200 Bloat-aware GP-based methods with bloat quantification. Applied Intelligence, 0, , 1. 5.3 0

201 Preference-driven multi-objective GP search for regression models with new dominance principle and
performance indicators. Applied Intelligence, 0, , 1. 5.3 0

202 iPCD: A Comprehensive Data Resource of Regulatory Proteins in Programmed Cell Death. Cells, 2022, 11,
2018. 4.1 0


