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toxFlow: A Web-Based Application for Read-Across Toxicity Prediction Using Omics and
Physicochemical Data. Journal of Chemical Information and Modeling, 2018, 58, 543-549.

A Data Fusion Pipeline for Generating and Enriching Adverse Outcome Pathway Descriptions. a1 51
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liver injury. Nature Communications, 2017, 8, 15932. 12.8 29
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Systematic Identification of MicroRNAs That Impact on Proliferation of Prostate Cancer Cells and
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High-throughput cell-based compound screen identifies pinosylvin methyl ether and tanshinone IIA as
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Toward the Replacement of Animal Experiments through the Bioinformatics-driven Analysis of 4€"Omicsa€™
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Functional Profiling of Precursor MicroRNAs Identifies MicroRNAs Essential for Glioma
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Abstract 4032: Transcriptomics analyses of normal and transformed keratinocyte lines generated
novel biomarkers for prognosticating outcome in head and neck cancer.., 2013, ,.

HES6 gene is selectively overexpressed in glioma and represents an important transcriptional
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Systematic Rnockdown of epigenetic enzymes identifies a novel histone demethylase PHF8

overexpressed in prostate cancer with an impact on cell proliferation, migration and invasion.
Oncogene, 2012, 31, 3444-3456.

Genotoxic and epigenetic effects of silver nanoparticles. Toxicology Letters, 2012, 211, S40. 0.8 4
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Integrative genomic, transcriptomic, and RNAi analysis indicates a potential oncogenic role for
FAM110B in castrationa€resistant prostate cancer. Prostate, 2012, 72, 789-802.

Arachidonic Acid Pathway Members PLA2G7, HPGD, EPHX2, and CYP4F8 Identified as Putative Novel

Therapeutic Targets in Prostate Cancer. American Journal of Pathology, 2011, 178, 525-536. 3.8 102
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