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Whole genome sequencing analysis identifies recurrent structural alterations in esophageal

squamous cell carcinoma. Peer], 2020, 8, €9294. 2.0 12
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TimeXNet Web: identifying cellular response networks from diverse omics time-course data.
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Organism-Level Analysis of Vaccination Reveals Networks of Protection across Tissues. Cell, 2017, 171, 28.9 69
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Predicting MoRFs in protein sequences using HMM profiles. BMC Bioinformatics, 2016, 17, 504.
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Discovery of Intermediary Genes between Pathways Using Sparse Regression. PLoS ONE, 2015, 10, - 1
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