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Hummingbird: efficient performance prediction for executing genomic applications in the cloud.

Bioinformatics, 2021, 37, 2537-2543.
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Detecting and annotating genetic variations using the HugeSeq pipeline. Nature Biotechnology, 2012,
30, 226-229.
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Quantitative Proteome and Transcriptome Analysis of the Archaeon <i>Thermoplasma acidophilumc</i>
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Global Effects of Kinase Inhibitors on Signaling Networks Revealed by Quantitative
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