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Accelerated identification of disease-causing variants with ultra-rapid nanopore genome sequencing.
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Single-cell RNA-seq reveals that glioblastoma recapitulates a normal neurodevelopmental hierarchy.
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Overdiagnosis from non-progressive cancer detected by screening mammography: stochastic

simulation study with calibration to population based registry data. BMJ: British Medical Journal, 2011,
343, d7017-d7017.




