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CONFESS monitors cell cycle and predicts cell cycle regulators in proliferating cells.

Molecular mechanisms of induced atrioventricular malformations in chicken embryos.

WG5S and GWAS of Heart Failure from three diverse Asian populations in Singapore
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Estimation of Heart Failure biomarkers with plasma proteomics and cardiac single-cell

RMA-seq.
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I am a Senior Research Fellow at the
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National University of Singapore.

I have several years of professional
experience in Computational Biology,
Bioinformatics and Statistics.

Currently, | am mainly working on
single-cell ranscriptomics of cardiac
regeneration and reprogramming, on the
dynamics and characterization of cardiac
cell populations and on the prediction of
Heart Failure biomarkers with plasma
proteomics. | am a member of the Human
Cell Atlas consortium.
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