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192 2lpiRNApred: a two-layered integrated algorithm for identifying piRNAs and their functions based on
LFE-GM feature selection. RNA Biology, 2020, 17, 892-902. 1.5 18

193 Characterizing viral circRNAs and their application in identifying circRNAs in viruses. Briefings in
Bioinformatics, 2022, 23, . 3.2 18

194 SubLocEP: a novel ensemble predictor of subcellular localization of eukaryotic mRNA based on
machine learning. Briefings in Bioinformatics, 2021, 22, . 3.2 18
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Multiple Sequence Alignment Based on a Suffix Tree and Center-Star Strategy: A Linear Method for
Multiple Nucleotide Sequence Alignment on Spark Parallel Framework. Journal of Computational
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analysis of their expression in human HCC tissues. Scientific Reports, 2016, 6, 39655. 1.6 16

198 Single-cell RNA Sequencing Analysis Identifies Key Genes in Brain Metastasis from Lung
Adenocarcinoma. Current Gene Therapy, 2021, 21, 338-348. 0.9 16
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199 webSCST: an interactive web application for single-cell RNA-sequencing data and spatial
transcriptomic data integration. Bioinformatics, 2022, 38, 3488-3489. 1.8 16

200 In silico Detection of Novel MicroRNAs Genes in Soybean Genome. Agricultural Sciences in China, 2011,
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201 Differential expression of microRNA-2b with potential target coding P25 in the fifth instar larvae
posterior silk gland of the silkworm. Molecular Biology, 2011, 45, 576-581. 0.4 15
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209 A comparison of deep learning-based pre-processing and clustering approaches for single-cell RNA
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217
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220 A Novel Center Star Multiple Sequence Alignment Algorithm Based on Affine Gap Penalty and K-Band.
Physics Procedia, 2012, 33, 322-327. 1.2 12
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and Molecular Research, 2011, 10, 1986-1998. 0.3 10

234 Identification of MicroRNA Genes and their mRNA Targets in Festuca arundinacea. Applied Biochemistry
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235 Hierarchical support vector machine based structural classification with fused hierarchies.
Neurocomputing, 2016, 214, 86-92. 3.5 10

236
Prediction of RNA-binding protein and alternative splicing event associations during
epithelialâ€“mesenchymal transition based on inductive matrix completion. Briefings in Bioinformatics,
2021, 22, .
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237 DisBalance: a platform to automatically build balance-based disease prediction models and discover
microbial biomarkers from microbiome data. Briefings in Bioinformatics, 2021, 22, . 3.2 10
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Informatics, 2021, 25, 3668-3676. 3.9 10
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253 HPTree: Reconstructing phylogenetic trees for ultra-large unaligned DNA sequences via NJ model and
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258 Review of Progress in Predicting Protein Methylation Sites. Current Organic Chemistry, 2019, 23,
1663-1670. 0.9 8
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iKcr_CNN: A novel computational tool for imbalance classification of human nonhistone
crotonylation sites based on convolutional neural networks with focal loss. Computational and
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305 Impact of Transcatheter Aortic Valve Replacement on Risk Profiles of Surgical Aortic Valve
Replacement Patients. Cardiovascular Revascularization Medicine, 2020, 21, 959-963. 0.3 3

306 Using a low correlation high orthogonality feature set and machine learning methods to identify
plant pentatricopeptide repeat coding gene/protein. Neurocomputing, 2021, 424, 246-254. 3.5 3



19

Quan Zou

# Article IF Citations

307 Computational biology and chemistry Special section editorial: Computational analyses for miRNA.
Computational Biology and Chemistry, 2021, 91, 107448. 1.1 3
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