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Long non-coding RNAs and complex diseases: from experimental results to computational models.
Briefings in Bioinformatics, 2017, 18, 558-576
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Bioinformatics, 2019, 20, 515-539 e

PBMDA: A novel and effective path-based computational model for miRNA-disease association
prediction. PLoS Computational Biology, 2017, 13, e1005455
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BNPMDA: Bipartite Network Projection for MiRNA-Disease Association prediction. Bioinformatics,
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A Nonnegative Latent Factor Model for Large-Scale Sparse Matrices in Recommender Systems via L
Alternating Direction Method. /EEE Transactions on Neural Networks and Learning Systems, 2016, 27, 579793 194

Prediction of protein-protein interactions from amino acid sequences with ensemble extreme
learning machines and principal component analysis. BMC Bioinformatics, 2013, 14 Suppl 8, S10
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Using manifold embedding for assessing and predicting protein interactions from high-throughput
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MCMDA: Matrix completion for MiRNA-disease association prediction. Oncotarget, 2017, 8,21187-2119%.3 144
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Plant diseased leaf segmentation and recognition by fusion of superpixel, K-means and PHOG.
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Predicting protein-protein interactions from primary protein sequences using a novel multi-scale
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Sequence-based prediction of protein-protein interactions using weighted sparse representation

model combined with global encoding. BMC Bioinformatics, 2016, 17, 184
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FMLNCSIM: fuzzy measure-based IncRNA functional similarity calculation model. Oncotarget, 2016,
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Prediction of protein-protein interactions from amino acid sequences using a novel multi-scale
continuous and discontinuous feature set. BMC Bioinformatics, 2014, 15 Suppl 15, S9

A Deep Learning Framework for Robust and Accurate Prediction of ncRNA-Protein Interactions

161 Using Evolutionary Information. Molecular Therapy - Nucleic Acids, 2018, 11, 337-344
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Predicting protein-protein interactions from protein sequences by a stacked sparse autoencoder
deep neural network. Molecular BioSystems, 2017, 13, 1336-1344

Highly Efficient Framework for Predicting Interactions Between Proteins. /EEE Transactions on

159 cybernetics, 2017, 47, 731-743 102 85

A Computational-Based Method for Predicting Drug-Target Interactions by Using Stacked
Autoencoder Deep Neural Network. Journal of Computational Biology, 2018, 25, 361-373

A MapReduce based parallel SVM for large-scale predicting proteinprotein interactions. 3
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55 non-infectious diseases. Bioinformatics, 2017, 33, 733-739 7 7
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RFDT: A Rotation Forest-based Predictor for Predicting Drug-Target Interactions Using Drug
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Constructing prediction models from expression profiles for large scale IncRNA-miRNA interaction

profiling. Bioinformatics, 2018, 34, 812-819
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Using Weighted Sparse Representation Model Combined with Discrete Cosine Transformation to
147  Predict Protein-Protein Interactions from Protein Sequence. BioMed Research International, 2015, 3 63
2015,902198

Novel Human miRNA-Disease Association Inference Based on Random Forest. Molecular Therapy -
Nucleic Acids, 2018, 13, 568-579

PBHMDA: Path-Based Human Microbe-Disease Association Prediction. Frontiers in Microbiology,
145 2017,8,233 5759

DRMDA: deep representations-based miRNA-disease association prediction. Journal of Cellular and
Molecular Medicine, 2018, 22, 472-485

A highly efficient approach to protein interactome mapping based on collaborative Filtering
143 framework. Scientific Reports, 2015, 5, 7702 49 52

PCVMZM: Using the Probabilistic Classification Vector Machines Model Combined with a Zernike
Moments Descriptor to Predict Protein-Protein Interactions from Protein Sequences. /nternational
Journal of Molecular Sciences, 2017, 18,
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4 collaborative recommendation model. Journal of Translational Medicine, 2017, 15, 209 S5

A Systematic Prediction of Drug-Target Interactions Using Molecular Fingerprints and Protein

Sequences. Current Protein and Peptide Science, 2018, 19, 468-478
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39 Learning. IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2017, 14, 1165-1172 3 4

Assessing and predicting protein interactions by combining manifold embedding with multiple
information integration. BMC Bioinformatics, 2012, 13 Suppl 7, S3

L In silico prediction of drug-target interaction networks based on drug chemical structure and 6
37 protein sequences. Scientific Reports, 2017, 7, 11174 49 4

Prediction of Drug-Target Interaction Networks from the Integration of Protein Sequences and
Drug Chemical Structures. Molecules, 2017, 22,
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35 Information and Rotation Forest. IScience, 2019, 19, 786-795 ) 44

Increasing the reliability of proteinprotein interaction networks via non-convex semantic
embedding. Neurocomputing, 2013, 121, 99-107

Advancing the prediction accuracy of protein-protein interactions by utilizing evolutionary
133 information from position-specific scoring matrix and ensemble classifier. Journal of Theoretical 23 41
Biology, 2017, 418, 105-110

MLMDA: a machine learning approach to predict and validate MicroRNA-disease associations by
integrating of heterogenous information sources. Journal of Translational Medicine, 2019, 17, 260

Detection of Interactions between Proteins through Rotation Forest and Local Phase Quantization

131 Descriptors. International Journal of Molecular Sciences, 2015, 17, 63 40

Plant disease leaf image segmentation based on superpixel clustering and EM algorithm. Neural

Computing and Applications, 2019, 31, 1225-1232
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An improved sequence-based prediction protocol for protein-protein interactions using amino

129 acids substitution matrix and rotation forest ensemble classifiers. Neurocomputing, 2017, 228, 277-282 54 37

A novel computational model based on super-disease and miRNA for potential miRNA-disease
association prediction. Molecular BioSystems, 2017, 13, 1202-1212

Construction of reliable proteinprotein interaction networks using weighted sparse
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Neurocomputing, 2016, 218, 131-138

Improving network topology-based protein interactome mapping via collaborative Filtering.
Knowledge-Based Systems, 2015, 90, 23-32
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125 computational model. BioMed Research International, 2014, 2014, 598129 3 36

In Silico Prediction of Small Molecule-miRNA Associations Based on the HeteSim Algorithm.
Molecular Therapy - Nucleic Acids, 2019, 14, 274-286
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123 associations. Database: the Journal of Biological Databases and Curation, 2017, 2017, 5 34

DBMDA: A Unified Embedding for Sequence-Based miRNA Similarity Measure with Applications to
Predict and Validate miRNA-Disease Associations. Molecular Therapy - Nucleic Acids, 2020, 19, 602-611

An Efficient Attribute-Based Encryption Scheme With Policy Update and File Update in Cloud

121 Computing. IEEE Transactions on Industrial Informatics, 2019, 15, 6500-6509 19 33

Accurate prediction of protein-protein interactions by integrating potential evolutionary
information embedded in PSSM profile and discriminative vector machine classifier. Oncotarget,
2017, 8, 23638-23649
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119 alignments of multiple sequences. Oncotarget, 2017, 8, 5149-5159 33 32

Fusion of superpixel, expectation maximization and PHOG for recognizing cucumber diseases.
Computers and Electronics in Agriculture, 2017, 140, 338-347

Modeling of signaling crosstalk-mediated drug resistance and its implications on drug combination.
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Predicting dynamic deformation of retaining structure by LSSVR-based time series method.
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Highly Accurate Prediction of Protein-Protein Interactions via Incorporating Evolutionary
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miRNA and disease. Journal of Translational Medicine, 2018, 16, 348

Detecting protein-protein interactions with a novel matrix-based protein sequence representation

3 and support vector machines. BioMed Research International, 2015, 2015, 867516 3 29
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I computing and Applications, 2018, 30, 3353-3361
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Computing, 2018, 22, 3373-3381

L Increasing reliability of protein interactome by fast manifold embedding. Pattern Recognition
99 Letters, 2013, 34, 372-379 7 27

Combining High Speed ELM Learning with a Deep Convolutional Neural Network Feature Encoding

for Predicting Protein-RNA Interactions. /[EEE/ACM Transactions on Computational Biology and

Bioinformatics, 2020, 17, 972-980
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Medical Genomics, 2018, 11, 113 E
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Identifying Spurious Interactions in the Protein-Protein Interaction Networks Using Local Similarity
Preserving Embedding. /IEEE/ACM Transactions on Computational Biology and Bioinformatics, 2017,
14, 345-352

Improving protein-protein interactions prediction accuracy using protein evolutionary information

105 and relevance vector machine model. Protein Science, 2016, 25, 1825-33 63 25

Detection of Interactions between Proteins by Using Legendre Moments Descriptor to Extract
Discriminatory Information Embedded in PSSM. Molecules, 2017, 22,

Using Two-dimensional Principal Component Analysis and Rotation Forest for Prediction of

103 protein-Protein Interactions. Scientific Reports, 2018, 8, 12874 49 24

Improved protein-protein interactions prediction via weighted sparse representation model
combining continuous wavelet descriptor and PseAA composition. BMC Systems Biology, 2016, 10, 120

LDGRNMF: LncRNA-disease associations prediction based on graph regularized non-negative matrix

10T factorization. Neurocomputing, 2021, 424, 236-245 54 23

Prediction of protein-protein interactions with clustered amino acids and weighted sparse
representation. /nternational Journal of Molecular Sciences, 2015, 16, 10855-69

RPI-SE: a stacking ensemble learning framework for ncRNA-protein interactions prediction using

99 sequence information. BMC Bioinformatics, 2020, 21, 60 36 22

CGMDA: An Approach to Predict and Validate MicroRNA-Disease Associations by Utilizing Chaos
Game Representation and LightGBM. /EEE Access, 2019, 7, 133314-133323

Detection of Protein-Protein Interactions from Amino Acid Sequences Using a Rotation Forest

97 Model with a Novel PR-LPQ Descriptor. Lecture Notes in Computer Science, 2015, 713-720 09 2

Large-scale prediction of drug-target interactions from deep representations 2016,

PCLPred: A Bioinformatics Method for Predicting Protein-Protein Interactions by Combining
95 Relevance Vector Machine Model with Low-Rank Matrix Approximation. /nternational Journal of 63 21
Molecular Sciences, 2018, 19,

Predicting INcRNA-miRNA Interaction Graph Convolution Auto-Encoder. Frontiers in Genetics, 2019,
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Prediction of Self-Interacting Proteins from Protein Sequence Information Based on Random

93 Projection Model and Fast Fourier Transform. /nternational Journal of Molecular Sciences, 2019, 20, 63 20

SEDMDroid: An Enhanced Stacking Ensemble Framework for Android Malware Detection. /EEE
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An Efficient Ensemble Learning Approach for Predicting Protein-Protein Interactions by Integrating
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Biology and Bioinformatics, 2018,

Accurate Prediction of ncRNA-Protein Interactions From the Integration of Sequence and

89 Evolutionary Information. Frontiers in Genetics, 2018, 9, 458 45 20

Protein-Protein Interactions Prediction via Multimodal Deep Polynomial Network and Regularized
Extreme Learning Machine. /EEE Journal of Biomedical and Health Informatics, 2019, 23, 1290-1303

3 Orthogonal locally discriminant spline embedding for plant leaf recognition. Computer Vision and
7 Image Understanding, 2014, 119, 116-126 43 19
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Ens-PPI: A Novel Ensemble Classifier for Predicting the Interactions of Proteins Using

85 Autocovariance Transformation from PSSM. BioMed Research International, 2016, 2016, 4563524 3 18
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evolutionary information. Molecular BioSystems, 2016, 12, 3702-3710

Using the Relevance Vector Machine Model Combined with Local Phase Quantization to Predict

83 Protein-Protein Interactions from Protein Sequences. BioMed Research International, 2016, 2016, 478380" 16

Prediction of protein-protein interactions by label propagation with protein evolutionary and
chemical information derived from heterogeneous network. Journal of Theoretical Biology, 2017,
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An Ensemble Classifier with Random Projection for Predicting ProteinBrotein Interactions Using

81 Sequence and Evolutionary Information. Applied Sciences (Switzerland), 2018, 8, 89

26 15

Predicting Protein Interactions Using a Deep Learning Method-Stacked Sparse Autoencoder
Combined with a Probabilistic Classification Vector Machine. Complexity, 2018, 2018, 1-12

Predicting Drug-Disease Associations via Using Gaussian Interaction Profile and Kernel-Based L
79 Autoencoder. BioMed Research International, 2019, 2019, 2426958 3 4

Improving Prediction of Self-interacting Proteins Using Stacked Sparse Auto-Encoder with PSSM
profiles. International Journal of Biological Sciences, 2018, 14, 983-991

An Ensemble Classifier to Predict Protein-Protein Interactions by Combining PSSM-based
77 Evolutionary Information with Local Binary Pattern Model. /International Journal of Molecular 63 14
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Learning distributed representations of RNA and protein sequences and its application for

predicting IncRNA-protein interactions. Computational and Structural Biotechnology Journal, 2020,
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RVMAB: Using the Relevance Vector Machine Model Combined with Average Blocks to Predict the
Interactions of Proteins from Protein Sequences. International Journal of Molecular Sciences, 2016,
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recognition. PLoS ONE, 2017, 12, e0178317

53  Alocalization Algorithm nin Wireless Sensor Networks Using a Mobile Beacon Node 2007, 7

Using discriminative vector machine model with 2DPCA to predict interactions among proteins.
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Notes in Computer Science, 2019, 369-380
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A Novel Approach to Modelling Protein-Protein Interaction Networks. Lecture Notes in Computer
Science, 2012, 49-57

, Privacy-Preserving Global Structural Balance Computation in Signed Networks. /EEE Transactions on
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