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Co-instructor Hands-On Research Complex
Systems Summer School, UFABC,
Sao Paulo, Brazil

Prepared material for three-hour lab course on studying networks using
Matlab. Sections consisted of 10-15 selected international students with
various educational backgrounds. Answered questions and monitored
student progress.

Teaching Assistant University of Maryland

Prepared material for and taught both study and lab sections for a course
on mechanical physics for pre-med students. Sections consisted of 45-50
university students.

Teaching Assistant University of Maryland

Monitored lab work for two sections of 15-20 undergraduate physics
majors. Course on data analysis.

MAJOR RESEARCH INTERESTS

My research has focused on understanding gene regulation, especially in the
context of regulatory networks, initially as a graduate student and currently as a
postdoc. During my graduate work I explored the network structure of the Gene
Ontology while simultaneously studying protein binding in the context of
epigenetic modifications via ChIP-chip and protein-binding-microarray assays.
As a postdoctoral fellow, I have merged this appreciation of biological function
with gene regulation. I have developed and applied a model that integrates
different sources of regulatory information in order to predict a gene regulatory
network. My broad research interests include regulatory networks, network
structure, understanding how different types of data can be understand in a
network context as well as how exploring how biological mechanisms and
contexts affect regulatory network structures. My current research focuses on
enhancing the understanding of gene regulation by integrating different sources of
regulatory information into one model.
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