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5 Predicting Heart Cell Types by Using Transcriptome Profiles and a Machine Learning Method. Life, 2022,
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Therapeutics, 2022, 5, . 1.6 2
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11 Identifying Key MicroRNA Signatures for Neurodegenerative Diseases With Machine Learning Methods.
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in Molecular Biosciences, 2022, 9, . 1.6 5
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20 Identifying COVID-19 Severity-Related SARS-CoV-2 Mutation Using a Machine Learning Method. Life, 2022,
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21 Identifying In Vitro Cultured Human Hepatocytes Markers with Machine Learning Methods Based on
Single-Cell RNA-Seq Data. Frontiers in Bioengineering and Biotechnology, 2022, 10, . 2.0 2

22 Screening gene signatures for clinical response subtypes of lung transplantation. Molecular Genetics
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23 Applications of Deep Learning in Biomedicine. , 2021, , 29-39. 1

24 Sequence- and structure-selective mRNA m5C methylation by NSUN6 in animals. National Science
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25 Identifying protein subcellular locations with embeddings-based node2loc. IEEE/ACM Transactions on
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26
Intermediate stage hepatocellular carcinoma: Comparison of the value of inflammation-based scores
in predicting progression-free survival of patients receiving transarterial chemoembolization.
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0.3 7

27 Prediction of Nitration Sites Based on FCBF Method and Stacking Ensemble Model. Current
Proteomics, 2021, 18, . 0.1 1

28 Identifying the Immunological Gene Signatures of Immune Cell Subtypes. BioMed Research
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30 Investigating gene methylation signatures for fetal intolerance prediction. PLoS ONE, 2021, 16,
e0250032. 1.1 1

31 Predicting gene phenotype by multi-label multi-class model based on essential functional features.
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32 Editorial: Computational Methods in Predicting Complex Disease Associated Genes and Environmental
Factors. Frontiers in Genetics, 2021, 12, 679651. 1.1 2

33 Identifying Infliximab- (IFX-) Responsive Blood Signatures for the Treatment of Rheumatoid Arthritis.
BioMed Research International, 2021, 2021, 1-10. 0.9 1

34 Genomic variation, origin tracing, and vaccine development of SARS-CoV-2: A systematic review.
Innovation(China), 2021, 2, 100116. 5.2 39

35 Identification of Key Genes With Differential Correlations in Lung Adenocarcinoma. Frontiers in Cell
and Developmental Biology, 2021, 9, 675438. 1.8 14

36 Determining proteinâ€“protein functional associations by functional rules based on gene ontology and
KEGG pathway. Biochimica Et Biophysica Acta - Proteins and Proteomics, 2021, 1869, 140621. 1.1 58
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37 E3 ligase MKRN3 is a tumor suppressor regulating PABPC1 ubiquitination in nonâ€“small cell lung
cancer. Journal of Experimental Medicine, 2021, 218, . 4.2 18

38 Analysis of the Sequence Characteristics of Antifreeze Protein. Life, 2021, 11, 520. 1.1 4

39 Identifying COVID-19-Specific Transcriptomic Biomarkers with Machine Learning Methods. BioMed
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40 Identification of Microbiota Biomarkers With Orthologous Gene Annotation for Type 2 Diabetes.
Frontiers in Microbiology, 2021, 12, 711244. 1.5 7

41 Editorial: Cross-Domain Analysis for â€œAll of Usâ€• Precision Medicine. Frontiers in Genetics, 2021, 12,
713771. 1.1 2

42 Recognizing Pattern and Rule of Mutation Signatures Corresponding to Cancer Types. Frontiers in
Cell and Developmental Biology, 2021, 9, 712931. 1.8 0
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Dyella telluris sp. nov. and Dyella acidiphila sp. nov., isolated from forest soil of Dinghushan
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0.8 16

44 Identifying Lung Cancer Cell Markers with Machine Learning Methods and Single-Cell RNA-Seq Data.
Life, 2021, 11, 940. 1.1 8

45 Identification of Chronic Hypersensitivity Pneumonitis Biomarkers with Machine Learning and
Differential Co-expression Analysis. Current Gene Therapy, 2021, 21, 299-303. 0.9 11

46 Mesenchymal stem cell treatment improves outcome of COVID-19 patients via multiple
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47 SNHG8 Promotes the Progression of Epsteinâ€“Barr Virus-Associated Gastric Cancer via Sponging
miR-512-5p and Targeting TRIM28. Frontiers in Oncology, 2021, 11, 734694. 1.3 10
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50 Predicting Human Protein Subcellular Locations by Using a Combination of Network and Function
Features. Frontiers in Genetics, 2021, 12, 783128. 1.1 8
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54 Integrative Analysis of Bulk and Single-Cell RNA Sequencing Data Reveals Cell Types Involved in Heart
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55 Identification of leukemia stem cell expression signatures through Monte Carlo feature selection
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56 Cripto-1 promotes tumor invasion and predicts poor outcomes in hepatocellular carcinoma.
Carcinogenesis, 2020, 41, 571-581. 1.3 5

57 Screening Dys-Methylation Genes and Rules for Cancer Diagnosis by Using the Pan-Cancer Study. IEEE
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60 Investigation and Prediction of Human Interactome Based on Quantitative Features. Frontiers in
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61 Identification of COVID-19 Infection-Related Human Genes Based on a Random Walk Model in a
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62 The Methylation Pattern for Knee and Hip Osteoarthritis. Frontiers in Cell and Developmental Biology,
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63 Distinguishing Glioblastoma Subtypes by Methylation Signatures. Frontiers in Genetics, 2020, 11,
604336. 1.1 29

64 Editorial: Advanced Interpretable Machine Learning Methods for Clinical NGS Big Data of Complex
Hereditary Diseases. Frontiers in Genetics, 2020, 11, 600902. 1.1 2

65 Decipher the connections between proteins and phenotypes. Biochimica Et Biophysica Acta - Proteins
and Proteomics, 2020, 1868, 140503. 1.1 8

66 Pan-Cancer Classification Based on Self-Normalizing Neural Networks and Feature Selection.
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67 The Role of ARL4C in Erlotinib Resistance: Activation of the Jak2/Stat 5/Î²-Catenin Signaling Pathway.
Frontiers in Oncology, 2020, 10, 585292. 1.3 5

68 Disease Cluster Detection and Functional Characterization. IEEE Access, 2020, 8, 141958-141966. 2.6 5

69 The Key Genes for Perineural Invasion in Pancreatic Ductal Adenocarcinoma Identified With
Monte-Carlo Feature Selection Method. Frontiers in Genetics, 2020, 11, 554502. 1.1 11

70 RNA m6A Modification in Cancers: Molecular Mechanisms and Potential Clinical Applications.
Innovation(China), 2020, 1, 100066. 5.2 69

71 Dynamic landscape and evolution of m6A methylation in human. Nucleic Acids Research, 2020, 48,
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72 Identification and Analysis of Dysfunctional Genes and Pathways in CD8+ T Cells of Non-Small Cell
Lung Cancer Based on RNA Sequencing. Frontiers in Genetics, 2020, 11, 352. 1.1 6
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75 The self-organization model reveals systematic characteristics of aging. Theoretical Biology and
Medical Modelling, 2020, 17, 4. 2.1 1

76 Alternative Polyadenylation Modification Patterns Reveal Essential Posttranscription Regulatory
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77 Investigating the gene expression profiles of cells in seven embryonic stages with machine learning
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MiR-139-5p/SLC7A11 inhibits the proliferation, invasion and metastasis of pancreatic carcinoma via
PI3K/Akt signaling pathway. Biochimica Et Biophysica Acta - Molecular Basis of Disease, 2020, 1866,
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1.8 44

79 Investigation of miRNA and mRNA Co-expression Network in Ependymoma. Frontiers in Bioengineering
and Biotechnology, 2020, 8, 177. 2.0 13
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Developmental Biology, 2020, 8, 627302. 1.8 57
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86 Computational Method for Identifying Malonylation Sites by Using Random Forest Algorithm.
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87
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100014. 5.2 1

90 Network-based analysis with primary cells reveals drug response landscape of acute myeloid leukemia.
Experimental Cell Research, 2020, 393, 112054. 1.2 2
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BioMed Research International, 2019, 2019, 1-10. 0.9 18
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tumors. Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
22746-22753.

3.3 29

96 Gene Expression Difference Between Primary and Metastatic Renal Cell Carcinoma Using
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106 Copy Number Variation Pattern for Discriminating MACROD2 States of Colorectal Cancer Subtypes.
Frontiers in Bioengineering and Biotechnology, 2019, 7, 407. 2.0 18

107 The transcriptome difference between colorectal tumor and normal tissues revealed by single-cell
sequencing. Journal of Cancer, 2019, 10, 5883-5890. 1.2 32
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118 The Reconstruction and Analysis of Gene Regulatory Networks. Methods in Molecular Biology, 2018,
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119 Accelerating precision medicine through genetic and genomic big data analysis. Biochimica Et
Biophysica Acta - Molecular Basis of Disease, 2018, 1864, 2215-2217. 1.8 1

120 Discriminating cirRNAs from other lncRNAs using a hierarchical extreme learning machine (H-ELM)
algorithm with feature selection. Molecular Genetics and Genomics, 2018, 293, 137-149. 1.0 65

121 Predicting and analyzing early wake-up associated gene expressions by integrating GWAS and eQTL
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122 Identification of gene expression signatures across different types of neural stem cells with the
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125 Copy Number Variations in Tumors. , 2018, , . 0

126 Next-generation sequencing identifies novel genes with rare variants in total anomalous pulmonary
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134 Cross talk of chromosome instability, CpG island methylator phenotype and mismatch repair in
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135 Identification of Differentially Expressed Genes between Original Breast Cancer and Xenograft Using
Machine Learning Algorithms. Genes, 2018, 9, 155. 1.0 83

136 Identifying Patients with Atrioventricular Septal Defect in Down Syndrome Populations by Using
Self-Normalizing Neural Networks and Feature Selection. Genes, 2018, 9, 208. 1.0 65
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138 Prediction of Protein-Peptide Interactions with a Nearest Neighbor Algorithm. Current
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139 Implications of Newly Identified Brain eQTL Genes and Their Interactors in Schizophrenia. Molecular
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140
Computational Method for Distinguishing Lysine Acetylation, Sumoylation, and Ubiquitination using
the Random Forest Algorithm with a Feature Selection Procedure. Combinatorial Chemistry and High
Throughput Screening, 2018, 20, 886-895.

0.6 2

141 Prediction of Nitrated Tyrosine Residues in Protein Sequences by Extreme Learning Machine and
Feature Selection Methods. Combinatorial Chemistry and High Throughput Screening, 2018, 21, 393-402. 0.6 29

142 Identifying the Characteristics of the Hypusination Sites Using SMOTE and SVM Algorithm with
Feature Selection. Current Proteomics, 2018, 15, 111-118. 0.1 9

143 Analysis and prediction of drugâ€“drug interaction by minimum redundancy maximum relevance and
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Interaction Network with a Shortest Path Algorithm. Journal of Proteome Research, 2017, 16, 1027-1038. 1.8 34
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42768. 1.6 15
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147 Identification of transcription factors that may reprogram lung adenocarcinoma. Artificial
Intelligence in Medicine, 2017, 83, 52-57. 3.8 25

148 Aneuploid Cell Survival Relies upon Sphingolipid Homeostasis. Cancer Research, 2017, 77, 5272-5286. 0.4 37
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151 Deciphering the Relationship between Obesity and Various Diseases from a Network Perspective. Genes,
2017, 8, 392. 1.0 5

152 Network-Based Method for Identifying Co-Regeneration Genes in Bone, Dentin, Nerve and Vessel
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Endometrial Carcinoma. BioMed Research International, 2017, 2017, 1-7. 0.9 30

154 An integrated method for the identification of novel genes related to oral cancer. PLoS ONE, 2017, 12,
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155 A network-based method using a random walk with restart algorithm and screening tests to identify
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156 Prediction and analysis of essential genes using the enrichments of gene ontology and KEGG
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160 Air pollution and DNA methylation alterations in lung cancer: A systematic and comparative study.
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Lantibiotics Using a Random Forest Approach with Feature Selection. Combinatorial Chemistry and
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0.6 7

162 Identification of Cell Cycle-Regulated Genes by Convolutional Neural Network. Combinatorial
Chemistry and High Throughput Screening, 2017, 20, 603-611. 0.6 9
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integrative analysis of lncRNA and mRNA expression. Oncotarget, 2016, 7, 80990-81002. 0.8 44

165 The Occurrence of Genetic Alterations during the Progression of Breast Carcinoma. BioMed Research
International, 2016, 2016, 1-5. 0.9 6
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167 Application of the Shortest Path Algorithm for the Discovery of Breast Cancer-Related Genes.
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168 Gene expression profiling gut microbiota in different races of humans. Scientific Reports, 2016, 6,
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adenocarcinoma using protein-protein interactions and a shortest path approach. Scientific Reports,
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Acta - General Subjects, 2016, 1860, 2611-2612. 1.1 0
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Identification of compoundâ€“protein interactions through the analysis of gene ontology, KEGG
enrichment for proteins and molecular fragments of compounds. Molecular Genetics and Genomics,
2016, 291, 2065-2079.
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172 Discover the network mechanisms underlying the connections between aging and age-related
diseases. Scientific Reports, 2016, 6, 32566. 1.6 40
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hepatotoxicity. Scientific Reports, 2016, 6, 32571. 1.6 16

174 Integrative analysis of methylation and transcriptional profiles to predict aging and construct aging
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175 Inter-tissue coexpression network analysis reveals DPP4 as an important gene in heart to blood
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Structure and Dynamics, 2016, 34, 906-917.
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