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5 A deep learning model to identify gene expression level using cobinding transcription factor signals.
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6 Detection of transcription factors binding to methylated DNA by deep recurrent neural network.
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Deep-4mCGP: A Deep Learning Approach to Predict 4mC Sites in Geobacter pickeringii by Using
Correlation-Based Feature Selection Technique. International Journal of Molecular Sciences, 2022, 23,
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8 Towards a better prediction of subcellular location of long non-coding RNA. Frontiers of Computer
Science, 2022, 16, 1. 2.4 19

9 Risk prediction of diabetes and pre-diabetes based on physical examination data. Mathematical
Biosciences and Engineering, 2022, 19, 3597-3608. 1.9 13

10 DeepKla: An attention mechanismâ€•based deep neural network for protein lysine lactylation site
prediction. , 2022, 1, . 26

11 The Brassicaceae genome resource (TBGR): A comprehensive genome platform for Brassicaceae plants.
Plant Physiology, 2022, 190, 226-237. 4.8 12

12 PSnoD: identifying potential snoRNA-disease associations based on bounded nuclear norm
regularization. Briefings in Bioinformatics, 2022, 23, . 6.5 21

13 DeepYY1: a deep learning approach to identify YY1-mediated chromatin loops. Briefings in
Bioinformatics, 2021, 22, . 6.5 63

14 Deep-Kcr: accurate detection of lysine crotonylation sites using deep learning method. Briefings in
Bioinformatics, 2021, 22, . 6.5 86

15 Design powerful predictor for mRNA subcellular location prediction in<i>Homo sapiens</i>. Briefings
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16 A computational platform to identify origins of replication sites in eukaryotes. Briefings in
Bioinformatics, 2021, 22, 1940-1950. 6.5 73

17 iCarPS: a computational tool for identifying protein carbonylation sites by novel encoded features.
Bioinformatics, 2021, 37, 171-177. 4.1 59

18 The celery genome sequence reveals sequential paleoâ€•polyploidizations, karyotype evolution and
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19 A computational framework for identifying the transcription factors involved in enhancer-promoter
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Screening of Prospective Plant Compounds as H1R and CL1R Inhibitors and Its Antiallergic Efficacy
through Molecular Docking Approach. Computational and Mathematical Methods in Medicine, 2021,
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21 DM3Loc: multi-label mRNA subcellular localization prediction and analysis based on multi-head
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22 Comprehensive identification and characterization of simple sequence repeats based on the
whole-genome sequences of 14 forest and fruit trees. Forestry Research, 2021, 1, 1-10. 1.1 7

23 DeepIPs: comprehensive assessment and computational identification of phosphorylation sites of
SARS-CoV-2 infection using a deep learning-based approach. Briefings in Bioinformatics, 2021, 22, . 6.5 48

24 EMCBOW-GPCR: A method for identifying G-protein coupled receptors based on word embedding and
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25 A sequence-based deep learning approach to predict CTCF-mediated chromatin loop. Briefings in
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27 iDHS-Deep: an integrated tool for predicting DNase I hypersensitive sites by deep neural network.
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28 PPD: A Manually Curated Database for Experimentally Verified Prokaryotic Promoters. Journal of
Molecular Biology, 2021, 433, 166860. 4.2 37

29 Integrated biomarker profiling of the metabolome associated with impaired fasting glucose and type 2
diabetes mellitus in largeâ€•scale Chinese patients. Clinical and Translational Medicine, 2021, 11, e432. 4.0 29

30 Identification of Potential Inhibitors Against SARS-CoV-2 Using Computational Drug Repurposing
Study. Current Bioinformatics, 2021, 16, 1320-1327. 1.5 4

31 Advances in mapping the epigenetic modifications of 5â€•methylcytosine (5mC), N6â€•methyladenine (6mA),
and N4â€•methylcytosine (4mC). Biotechnology and Bioengineering, 2021, 118, 4204-4216. 3.3 37

32 A Survey for Predicting ATP Binding Residues of Proteins Using Machine Learning Methods. Current
Medicinal Chemistry, 2021, 28, . 2.4 1

33 Risk Prediction of Diabetes: Big data mining with fusion of multifarious physical examination
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34 Identification of cyclin protein using gradient boost decision tree algorithm. Computational and
Structural Biotechnology Journal, 2021, 19, 4123-4131. 4.1 40
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37 A comparison and assessment of computational method for identifying recombination hotspots
in<i>Saccharomyces cerevisiae</i>. Briefings in Bioinformatics, 2020, 21, 1568-1580. 6.5 78

38 XG-PseU: an eXtreme Gradient Boosting based method for identifying pseudouridine sites. Molecular
Genetics and Genomics, 2020, 295, 13-21. 2.1 61

39 Predicting Preference of Transcription Factors for Methylated DNA Using Sequence Information.
Molecular Therapy - Nucleic Acids, 2020, 22, 1043-1050. 5.1 25

40 Early Diagnosis of Pancreatic Ductal Adenocarcinoma by Combining Relative Expression Orderings
With Machine-Learning Method. Frontiers in Cell and Developmental Biology, 2020, 8, 582864. 3.7 28

41 Deform-nu: A DNA Deformation Energy-Based Predictor for Nucleosome Positioning. Frontiers in Cell
and Developmental Biology, 2020, 8, 596341. 3.7 2
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Computational and Structural Biotechnology Journal, 2020, 18, 1084-1091. 4.1 70

43 Computational Method in Protein Structure and Function Data. Protein and Peptide Letters, 2020, 27,
257-258. 0.9 1

44 iDNA-MS: An Integrated Computational Tool for Detecting DNA Modification Sites in Multiple
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45 DNA4mC-LIP: a linear integration method to identify N4-methylcytosine site in multiple species.
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57 DNA physical properties outperform sequence compositional information in classifying
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59 iDNA6mA-Rice: A Computational Tool for Detecting N6-Methyladenine Sites in Rice. Frontiers in
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60 Maternal energy insufficiency affects testicular development of the offspring in a swine model.
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64 RIscoper: a tool for RNAâ€“RNA interaction extraction from the literature. Bioinformatics, 2019, 35,
3199-3202. 4.1 23
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Interaction. Computational and Structural Biotechnology Journal, 2019, 17, 195-205. 4.1 16
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70 Identify origin of replication in<i>Saccharomyces cerevisiae</i>using two-step feature selection
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Knowledge-Based Systems, 2019, 163, 787-793. 7.1 194

72 iTerm-PseKNC: a sequence-based tool for predicting bacterial transcriptional terminators.
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iRSpot-Pse6NC: Identifying recombination spots in <i>Saccharomyces cerevisiae</i> by incorporating
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115 Identifying N 6-methyladenosine sites in the Arabidopsis thaliana transcriptome. Molecular Genetics
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122 Using deformation energy to analyze nucleosome positioning in genomes. Genomics, 2016, 107, 69-75. 2.9 104

123 BDB: biopanning data bank. Nucleic Acids Research, 2016, 44, D1127-D1132. 14.5 71
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143 Identifying the Subfamilies of Voltage-Gated Potassium Channels Using Feature Selection Technique.
International Journal of Molecular Sciences, 2014, 15, 12940-12951. 4.1 30
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Biochemistry, 2014, 456, 53-60. 2.4 409

156 Training sparse SVM on the core sets of fitting-planes. Neurocomputing, 2014, 130, 20-27. 5.9 10

157 DNA Physical Parameters Modulate Nucleosome Positioning in the Saccharomyces cerevisiae Genome.
Current Bioinformatics, 2014, 9, 188-193. 1.5 6

158 The rate of opening and closing of the DNA gate for topoisomerase II. Theory in Biosciences, 2013, 132,
61-64. 1.4 1

159 Using Over-Represented Tetrapeptides to Predict Protein Submitochondria Locations. Acta
Biotheoretica, 2013, 61, 259-268. 1.5 73

160 iHSP-PseRAAAC: Identifying the heat shock protein families using pseudo reduced amino acid alphabet
composition. Analytical Biochemistry, 2013, 442, 118-125. 2.4 287

161 The effect of regions flanking target site on siRNA potency. Genomics, 2013, 102, 215-222. 2.9 18

162 Prediction of the types of ion channel-targeted conotoxins based on radial basis function network.
Toxicology in Vitro, 2013, 27, 852-856. 2.4 57



11

Hao Lin

# Article IF Citations
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