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74 Identifying N6-methyladenosine sites using multi-interval nucleotide pair position specificity and
support vector machine. Scientific Reports, 2017, 7, 46757. 3.3 77

75 CPPred-RF: A Sequence-based Predictor for Identifying Cell-Penetrating Peptides and Their Uptake
Efficiency. Journal of Proteome Research, 2017, 16, 2044-2053. 3.7 168

76 Identification of DNA-Binding Proteins Using Mixed Feature Representation Methods. Molecules, 2017,
22, 1602. 3.8 34

77 SkipCPP-Pred: an improved and promising sequence-based predictor for predicting cell-penetrating
peptides. BMC Genomics, 2017, 18, 742. 2.8 85

78 UltraPse: A Universal and Extensible Software Platform for Representing Biological Sequences.
International Journal of Molecular Sciences, 2017, 18, 2400. 4.1 16

79 Improved detection of DNA-binding proteins via compression technology on PSSM information. PLoS
ONE, 2017, 12, e0185587. 2.5 63

80 Improved Identification of Cytokines Using Feature Selection Techniques. Letters in Organic
Chemistry, 2017, 14, . 0.5 5

81 Recent Progress in Machine Learning-Based Methods for Protein Fold Recognition. International
Journal of Molecular Sciences, 2016, 17, 2118. 4.1 73

82 mGOF-loc: A novel ensemble learning method for human protein subcellular localization prediction.
Neurocomputing, 2016, 217, 73-82. 5.9 26

83 Exploring local discriminative information from evolutionary profiles for cytokineâ€“receptor
interaction prediction. Neurocomputing, 2016, 217, 37-45. 5.9 11

84 A novel machine learning method for cytokine-receptor interaction prediction. Combinatorial
Chemistry and High Throughput Screening, 2016, 19, 144-152. 1.1 43

85 An Improved Protein Structural Classes Prediction Method by Incorporating Both Sequence and
Structure Information. IEEE Transactions on Nanobioscience, 2015, 14, 339-349. 3.3 80

86 Enhanced Protein Fold Prediction Method Through a Novel Feature Extraction Technique. IEEE
Transactions on Nanobioscience, 2015, 14, 649-659. 3.3 87

87 A 2-Layer Web Server for Enzyme and Multifunctional Enzyme Identification. Current Bioinformatics,
2014, 9, 2-7. 1.5 2

88 Briefing in family characteristics of microRNAs and their applications in cancer research. Biochimica
Et Biophysica Acta - Proteins and Proteomics, 2014, 1844, 191-197. 2.3 51

89 Improved and Promising Identification of Human MicroRNAs by Incorporating a High-Quality Negative
Set. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2014, 11, 192-201. 3.0 207

90 Computational Approaches in Detecting Non- Coding RNA. Current Genomics, 2013, 14, 371-377. 1.6 41



7

Leyi Wei

# Article IF Citations

91 Computational Analysis of miRNA Target Identification. Current Bioinformatics, 2012, 7, 512-525. 1.5 20


