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pseudo amino acid composition. Journal of Theoretical Biology, 2008, 252, 350-356. 1.7 287
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10 iRNA-PseColl: Identifying the Occurrence Sites of Different RNA Modifications by Incorporating
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11 iDNA4mC: identifying DNA N4-methylcytosine sites based on nucleotide chemical properties.
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12 iTIS-PseTNC: A sequence-based predictor for identifying translation initiation site in human genes
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13 iDNA6mA-PseKNC: Identifying DNA N6-methyladenosine sites by incorporating nucleotide
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14 iLoc-lncRNA: predict the subcellular location of lncRNAs by incorporating octamer composition into
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15 PseKNC-General: a cross-platform package for generating various modes of pseudo nucleotide
compositions. Bioinformatics, 2015, 31, 119-120. 4.1 210

16 Predicting Subcellular Localization of Mycobacterial Proteins by Using Chous Pseudo Amino Acid
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17 iRNA-AI: identifying the adenosine to inosine editing sites in RNA sequences. Oncotarget, 2017, 8,
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18 Predicting protein structural classes for low-similarity sequences by evaluating different features.
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19 Prediction of Cell Wall Lytic Enzymes Using Chous Amphiphilic Pseudo Amino Acid Composition.
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20 i6mA-Pred: identifying DNA N6-methyladenine sites in the rice genome. Bioinformatics, 2019, 35,
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21 iCTX-Type: A Sequence-Based Predictor for Identifying the Types of Conotoxins in Targeting Ion
Channels. BioMed Research International, 2014, 2014, 1-10. 1.9 185

22 iNuc-PhysChem: A Sequence-Based Predictor for Identifying Nucleosomes via Physicochemical
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28 iOri-Human: identify human origin of replication by incorporating dinucleotide physicochemical
properties into pseudo nucleotide composition. Oncotarget, 2016, 7, 69783-69793. 1.8 166

29 iRNA(m6A)-PseDNC: Identifying N6-methyladenosine sites using pseudo dinucleotide composition.
Analytical Biochemistry, 2018, 561-562, 59-65. 2.4 162

30 Using pseudo amino acid composition to predict protein structural class: Approached by
incorporating 400 dipeptide components. Journal of Computational Chemistry, 2007, 28, 1463-1466. 3.3 157

31 Identification of immunoglobulins using Chou's pseudo amino acid composition with feature
selection technique. Molecular BioSystems, 2016, 12, 1269-1275. 2.9 155

32 RNALocate: a resource for RNA subcellular localizations. Nucleic Acids Research, 2017, 45, D135-D138. 14.5 149

33 Identification of bacteriophage virion proteins by the ANOVA feature selection and analysis.
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34 Predicting ion channels and their types by the dipeptide mode of pseudo amino acid composition.
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35 NaÃ¯ve Bayes Classifier with Feature Selection to Identify Phage Virion Proteins. Computational and
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37 iSS-PseDNC: Identifying Splicing Sites Using Pseudo Dinucleotide Composition. BioMed Research
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38 Identification of hormone binding proteins based on machine learning methods. Mathematical
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39 iRNA-2OM: A Sequence-Based Predictor for Identifying 2â€²-O-Methylation Sites in<i>Homo sapiens</i>.
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41 Prediction of Subcellular Localization of Apoptosis Protein Using Chouâ€™s Pseudo Amino Acid
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44 iProEP: A Computational Predictor for Predicting Promoter. Molecular Therapy - Nucleic Acids, 2019,
17, 337-346. 5.1 125

45 MethyRNA: a web server for identification of N<sup>6</sup>-methyladenosine sites. Journal of
Biomolecular Structure and Dynamics, 2017, 35, 683-687. 3.5 124
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indicators. Information Fusion, 2021, 75, 140-149. 19.1 123

47 Identification of Secretory Proteins in<i>Mycobacterium tuberculosis</i>Using Pseudo Amino Acid
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52 Identification of Antioxidants from Sequence Information Using NaÃ¯ve Bayes. Computational and
Mathematical Methods in Medicine, 2013, 2013, 1-5. 1.3 102
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54 Identification of Bacterial Cell Wall Lyases via Pseudo Amino Acid Composition. BioMed Research
International, 2016, 2016, 1-8. 1.9 99



5

Hao Lin

# Article IF Citations
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56 Identification and analysis of the N6-methyladenosine in the Saccharomyces cerevisiae transcriptome.
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compositions. Journal of Proteomics, 2012, 77, 321-328. 2.4 90

63 Prediction of Golgi-resident protein types by using feature selection technique. Chemometrics and
Intelligent Laboratory Systems, 2013, 124, 9-13. 3.5 90

64 Prediction of thermophilic proteins using feature selection technique. Journal of Microbiological
Methods, 2011, 84, 67-70. 1.6 89

65 Prediction of cell-penetrating peptides with feature selection techniques. Biochemical and
Biophysical Research Communications, 2016, 477, 150-154. 2.1 87

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

67 iRNA-m7G: Identifying N7-methylguanosine Sites by Fusing Multiple Features. Molecular Therapy -
Nucleic Acids, 2019, 18, 269-274. 5.1 85
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69 A comparison and assessment of computational method for identifying recombination hotspots
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71 iRNAD: a computational tool for identifying D modification sites in RNA sequence. Bioinformatics,
2019, 35, 4922-4929. 4.1 75

72 Early Diagnosis of Hepatocellular Carcinoma Using Machine Learning Method. Frontiers in
Bioengineering and Biotechnology, 2020, 8, 254. 4.1 74
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74 A computational platform to identify origins of replication sites in eukaryotes. Briefings in
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76 Computational identification of N6-methyladenosine sites in multiple tissues of mammals.
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77 DeepYY1: a deep learning approach to identify YY1-mediated chromatin loops. Briefings in
Bioinformatics, 2021, 22, . 6.5 63

78 The recognition and prediction of Ïƒ70 promoters in Escherichia coli K-12. Journal of Theoretical
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Structure and Dynamics, 2012, 29, 1147-1153. 3.5 58
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95 AOD: the antioxidant protein database. Scientific Reports, 2017, 7, 7449. 3.3 49
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International Journal of Molecular Sciences, 2014, 15, 12940-12951. 4.1 30

124 Locate-R: Subcellular localization of long non-coding RNAs using nucleotide compositions. Genomics,
2020, 112, 2583-2589. 2.9 29
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133 Identifying RNA N6-Methyladenosine Sites in Escherichia coli Genome. Frontiers in Microbiology, 2018,
9, 955. 3.5 24

134 A Brief Survey of Machine Learning Application in Cancerlectin Identification. Current Gene Therapy,
2018, 18, 257-267. 2.0 24

135 Classifying Included and Excluded Exons in Exon Skipping Event Using Histone Modifications.
Frontiers in Genetics, 2018, 9, 433. 2.3 23

136 RIscoper: a tool for RNAâ€“RNA interaction extraction from the literature. Bioinformatics, 2019, 35,
3199-3202. 4.1 23

137
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Briefings in Bioinformatics, 2022, 23, . 6.5 12

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

160 MDC-Analyzer-facilitated combinatorial strategy for improving the activity and stability of halohydrin
dehalogenase from Agrobacterium radiobacter AD1. Journal of Biotechnology, 2015, 206, 1-7. 3.8 11

161 DNA physical properties outperform sequence compositional information in classifying
nucleosome-enriched and -depleted regions. Genomics, 2019, 111, 1167-1175. 2.9 11

162 Predicting Human Enzyme Family Classes by Using Pseudo Amino Acid Composition. Current
Proteomics, 2016, 13, 99-104. 0.3 11



11

Hao Lin

# Article IF Citations

163 Exon skipping event prediction based on histone modifications. Interdisciplinary Sciences,
Computational Life Sciences, 2014, 6, 241-249. 3.6 10

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

165 Co-evolution of genomic islands and their bacterial hosts revealed through phylogenetic analyses of
17 groups of homologous genomic islands. Genetics and Molecular Research, 2012, 11, 3735-3743. 0.2 9

166 Benchmark data for identifying N 6 -methyladenosine sites in the Saccharomyces cerevisiae genome.
Data in Brief, 2015, 5, 376-378. 1.0 9

167 A computational framework for identifying the transcription factors involved in enhancer-promoter
loop formation. Molecular Therapy - Nucleic Acids, 2021, 23, 347-354. 5.1 9

168 Comparative analysis of the &lt;i&gt;TCP&lt;/i&gt; gene family in celery, coriander and carrot (family) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 542 Td (Apiaceae). Vegetable Research, 2021, 1, 1-12.0.7 9

169 The Development of Machine Learning Methods in Cell-Penetrating Peptides Identification: A Brief
Review. Current Drug Metabolism, 2019, 20, 217-223. 1.2 9

170 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

171 A two stages sparse SVM training. International Journal of Machine Learning and Cybernetics, 2014, 5,
425-434. 3.6 6

172 A Fast Projection-Based Algorithm for Clustering Big Data. Interdisciplinary Sciences, Computational
Life Sciences, 2019, 11, 360-366. 3.6 6

173 EMCBOW-GPCR: A method for identifying G-protein coupled receptors based on word embedding and
wordbooks. Computational and Structural Biotechnology Journal, 2021, 19, 4961-4969. 4.1 6

174
Identification of Key Histone Modifications and Their Regulatory Regions on Gene Expression Level
Changes in Chronic Myelogenous Leukemia. Frontiers in Cell and Developmental Biology, 2020, 8,
621578.

3.7 6

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

176 Development and Application of Artificial Intelligence Methods in Biological and Medical Data.
Current Bioinformatics, 2020, 15, 515-516. 1.5 6

177 Briefing in Application of Machine Learning Methods in Ion Channel Prediction. Scientific World
Journal, The, 2015, 2015, 1-7. 2.1 5

178 Combinatorial Pattern of Histone Modifications in Exon Skipping Event. Frontiers in Genetics, 2019, 10,
122. 2.3 5

179 The Computational Methods in Drug Targets Discovery. Current Drug Targets, 2019, 20, 479-480. 2.1 5

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



12

Hao Lin

# Article IF Citations

181 Recombination spots prediction using DNA physical properties in the saccharomyces cerevisiae
genome. , 2012, , . 3

182 Special issue on Computational Resources and Methods in Biological Sciences. International Journal
of Biological Sciences, 2018, 14, 807-810. 6.4 3

183 Recent Development of Computational Predicting Bioluminescent Proteins. Current Pharmaceutical
Design, 2020, 25, 4264-4273. 1.9 3

184 Recognition of DNase I hypersensitive sites in multiple cell lines. International Journal of
Bioinformatics Research and Applications, 2009, 5, 378. 0.2 2

185 Analysis of connection networks among miRNAs differentially expressed in early gastric cancer for
disclosing some biological features of disease development. Gene, 2014, 548, 159-165. 2.2 2

186 Maternal energy insufficiency affects testicular development of the offspring in a swine model.
Scientific Reports, 2019, 9, 14533. 3.3 2

187 Deform-nu: A DNA Deformation Energy-Based Predictor for Nucleosome Positioning. Frontiers in Cell
and Developmental Biology, 2020, 8, 596341. 3.7 2

188 Recent Advancement in Predicting Subcellular Localization of Mycobacterial Protein with Machine
Learning Methods. Medicinal Chemistry, 2020, 16, 605-619. 1.5 2

189 Information Loss and Noise Inclusion Risk in Mimotope Based Epitope Mapping. , 2009, , . 1

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

191 Application of Machine Learning Method in Genomics and Proteomics. Scientific World Journal, The,
2015, 2015, 1-2. 2.1 1

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

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

194 Computational Analysis in Medicinal Chemistry. The Case of Pharmacogenomics and
Pharmacoproteomics. Medicinal Chemistry, 2020, 16, 593-593. 1.5 1

195 Editorial: Development and Application of Feature Selection Techniques in Protein Data Analysis and
Prediction. Letters in Organic Chemistry, 2017, 14, . 0.5 0

196 Development and Application of Computational Methods to Analysis and Identify Biological Organic
Molecular. Letters in Organic Chemistry, 2019, 16, 245-246. 0.5 0

197 Prevention and Control of Pathogens Based on Big-Data Mining and Visualization Analysis. Frontiers
in Molecular Biosciences, 2020, 7, 626595. 3.5 0


