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complex diseases. Scientific Reports, 2015, 5, 15145. 1.6 180

6 Genome-wide identification of mRNA 5-methylcytosine in mammals. Nature Structural and Molecular
Biology, 2019, 26, 380-388. 3.6 176
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18 BMAL1 knockout macaque monkeys display reduced sleep and psychiatric disorders. National Science
Review, 2019, 6, 87-100. 4.6 98



3

Tao Huang

# Article IF Citations

19 Prediction of Protein-Protein Interaction Sites by Random Forest Algorithm with mRMR and IFS. PLoS
ONE, 2012, 7, e43927. 1.1 92

20 Identification of Drug-Drug Interactions Using Chemical Interactions. Current Bioinformatics, 2017,
12, . 0.7 92

21 Gene expression profiling gut microbiota in different races of humans. Scientific Reports, 2016, 6,
23075. 1.6 86

22 Classification and Analysis of Regulatory Pathways Using Graph Property, Biochemical and
Physicochemical Property, and Functional Property. PLoS ONE, 2011, 6, e25297. 1.1 84

23 Identification of Differentially Expressed Genes between Original Breast Cancer and Xenograft Using
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34 Prediction of Deleterious Non-Synonymous SNPs Based on Protein Interaction Network and Hybrid
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35 RNA m6A Modification in Cancers: Molecular Mechanisms and Potential Clinical Applications.
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54 Analysis and Prediction of Translation Rate Based on Sequence and Functional Features of the mRNA.
PLoS ONE, 2011, 6, e16036. 1.1 51



5

Tao Huang

# Article IF Citations

55 Gene Ontology and KEGG Pathway Enrichment Analysis of a Drug Target-Based Classification System.
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74 HIV infection alters the human epigenetic landscape. Gene Therapy, 2019, 26, 29-39. 2.3 39
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