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RESEARCH INTERESTS

Non-coding RNA: microRNAs and their targets; phylogenetic footprinting and gene regulation by cis-
and trans-acting RNA interactions; antisense transcripts as regulators of alternative splicing.

Protein functional analyses: protein family classification and functional prediction using amino acid
properties (opposed to using homology comparison) and signal processing techniques.

Mutation analysis: determine a missense mutation in amino acid level is deleterious or not; connection
between single nucleotide polymorphism and protein function.

Transcription factor binding sites: ab initio discovery of transcription factor binding sites using DNA-
protein binding models and machine learning techniques.

Distributed Parallel Computing MPI programming and its application to bioinformatics applications
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