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2 The Genomes of Oryza sativa: A History of Duplications. PLoS Biology, 2005, 3, e38. 2.6 808

3 A Brief Review on the Mechanisms of miRNA Regulation. Genomics, Proteomics and Bioinformatics,
2009, 7, 147-154. 3.0 711

4 Evolview v2: an online visualization and management tool for customized and annotated phylogenetic
trees. Nucleic Acids Research, 2016, 44, W236-W241. 6.5 610

5 The genomes of four tapeworm species reveal adaptations to parasitism. Nature, 2013, 496, 57-63. 13.7 603

6 Evolview v3: a webserver for visualization, annotation, and management of phylogenetic trees.
Nucleic Acids Research, 2019, 47, W270-W275. 6.5 564

7 EvolView, an online tool for visualizing, annotating and managing phylogenetic trees. Nucleic Acids
Research, 2012, 40, W569-W572. 6.5 400
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Frontiers in Microbiology, 2018, 9, 862. 1.5 211
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28 The Silkworm (Bombyx mori) microRNAs and Their Expressions in Multiple Developmental Stages. PLoS
ONE, 2008, 3, e2997. 1.1 130

29
Transcriptome-wide N<sup>6</sup>-methyladenosine profiling of rice callus and leaf reveals the
presence of tissue-specific competitors involved in selective mRNA modification. RNA Biology, 2014, 11,
1180-1188.

1.5 126

30
Integrated analysis of phenome, genome, and transcriptome of hybrid rice uncovered multiple
heterosis-related loci for yield increase. Proceedings of the National Academy of Sciences of the
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31 Environmental Adaptation: Genomic Analysis of the Piezotolerant and Psychrotolerant Deep-Sea Iron
Reducing Bacterium Shewanella piezotolerans WP3. PLoS ONE, 2008, 3, e1937. 1.1 123

32 On the molecular mechanism of GC content variation among eubacterial genomes. Biology Direct,
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33 The apricot (Prunus armeniaca L.) genome elucidates Rosaceae evolution and beta-carotenoid
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34
Rapid growth of a hepatocellular carcinoma and the driving mutations revealed by cell-population
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35 Genomic Analysis of the Multidrug-Resistant Acinetobacter baumannii Strain MDR-ZJ06 Widely Spread
in China. Antimicrobial Agents and Chemotherapy, 2011, 55, 4506-4512. 1.4 116

36 Rice Expression Database (RED): An integrated RNA-Seq-derived gene expression database for rice.
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38 Energy efficiency trade-offs drive nucleotide usage in transcribed regions. Nature Communications,
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39 The genome evolution and domestication of tropical fruit mango. Genome Biology, 2020, 21, 60. 3.8 104
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A novel antisense long noncoding <scp>RNA</scp>,<i><scp>TWISTED LEAF</scp></i>, maintains leaf
blade flattening by regulating its associated sense R2R3â€•<scp>MYB</scp> gene in rice. New Phytologist,
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3.5 96
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PLoS ONE, 2014, 9, e97471.
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52 Identification of differentially expressed genes in human lung squamous cell carcinoma using
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Tarantula Muscle Super-Relaxed State Structural Basis. Journal of Molecular Biology, 2016, 428,
1142-1164.

2.0 82



5

Song-Nian Hu

# Article IF Citations
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60 Functional Annotation and Analysis of Expressed Sequence Tags from the Hepatopancreas of Mitten
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62 Fine-Tuning of MiR528 Accumulation Modulates Flowering Time in Rice. Molecular Plant, 2019, 12,
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71 Transcriptomic profiling reveals MEP pathway contributing to ginsenoside biosynthesis in Panax
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3076-3077. 1.8 51



6

Song-Nian Hu

# Article IF Citations

73 ICG: a wiki-driven knowledgebase of internal control genes for RT-qPCR normalization. Nucleic Acids
Research, 2018, 46, D121-D126. 6.5 49
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80 Analysis of immune-relevant genes expressed in red sea bream (Chrysophrys major) spleen.
Aquaculture, 2004, 240, 115-130. 1.7 45
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