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B. Contribution to Science 
Advances in technologies such as next-gen sequencing make it possible to study genome-wide gene expression and 
protein binding in a single experiment. These studies provide a global view on the functional roles of proteins 
involved in the regulation of gene transcription (e.g., using ChIP-seq) and on transcriptome changes (e.g., using 
mRNA-seq) during development or in response to environmental exposures. Making sense of the huge amount of data 
remains a challenge. My group has been focused on developing statistical and computational methods for mining 
high-dimensional data to facilitate new discovery and hypothesis generation. Bioinformatics is an integral part of 
modern biology. We work closely with bench scientists; together we can have a substantial impact on environmental 
health sciences research. 
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