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EDUCATION

Florida State University

Degree: PhD in Physics (Computational Biophysics) December 2008
Degree: MS in Physics December 2004

University of Indonesia
Degree: BS in Physics August 2000

WORK EXPERIENCE

The Jackson Laboratory, Dept. of Genome Technologies, Farmington, CT

Computational Scientist Nov 7, 2016 — present
- Develop computational tools and pipelines for NGS data QC & analysis.

- Design & implement methods and problem-solving strategies for scientific research.

- Perform QC & troubleshooting in support for scientific service role under Dept. of Genome Technologies.

University of Southern California, Computational and Molecular Biology, Los Angeles, CA

Senior Research Associate July 1, 2013 — Oct 31, 2016

- Generated human genome models and proposed new insight about the major drivers of chromosome-
chromosome interactions through high-throughput sequencing.

- Improved the capability of modeling method to integrate diverse experiment data (high-throughput sequencing,
FISH microscopy and DamID) into higher resolution 3D models.

- Provided the informatics platform to investigate inter-chromosomal interaction in both health and disease
settings.

University of Southern California, Computational and Molecular Biology, Los Angeles, CA

Postdoctoral Research Associate July 1, 2009 — June 30, 2013

- Generated the first putative 3-D models of the budding yeast genome structures in nuclear and proposed the
governing principles of the genome packing.

- Developed the first population of human 3D genome structures using high-throughputs DNA-DNA interaction
data (highlighted in the cover art and News & View by a high profile scientist in Nature Biotech 2012).

Institute of Molecular Biophysics, Florida State University, Tallahassee, FL

Postdoctoral Fellow December 1, 2008 - June 30, 2009

- Developed fast and accurate computational biophysics methods and Molecular Dynamics simulation techniques
to study protein folding and protein-protein interactions.

- Improved computational methods predicting mutational effects on protein solubility and protein folding stability.

- Designed, developed, and maintained bioinformatics web servers: DISPLAR http://pipe.scs.fsu.edu/displar.html,
cons-PPISP http://pipe.scs.fsu.edu/ppisp.html, and WESA http://pipe.scs.fsu.edu/wesa.html. These servers have
been visited 100,000 times by over 48,000 unique visitors indicating the large impact to scientific community.
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