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Algorithms and Problem Solving in general. In particular, algorithmic and theoretical
problems motivated by phylogenetics and computational biology, graph theoretic algorithms,
combinatorial optimization, approximation algorithms.
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e Awarded the Dr. Robert Stewart Early Research Recognition Award by the Department
of Computer Science at Iowa State University, for the academic year 2007-2008. It is
awarded competitively to one graduate student each academic year.

e Awarded the Premium for Academic Excellence (PACE) Award during Fall 2004 and
spring 2005. It is awarded competitively to approximately 10% of incoming graduate
students at Iowa State University.

e Secured 99th percentile in the Physics Olympiad at state level in India (1999).

e Secured a top ten position in the Regional Mathematics Olympiad (state level) con-
ducted by the National Board of Higher Mathematics in India (1998).
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DupTree: This is a tool box that allows the user to heuristically search for a species supertree
that best reconciles the input gene trees under the gene duplication model. Joint work with
André Wehe (with support from Oliver Eulenstein). This toolbox can be downloaded from
http://genome.cs.iastate.edu/CBL/DupTree/.

EzactMGD: This is a program that can be used to infer (and identify) the smallest num-
ber of multiple gene duplication episodes that can reconcile the given gene trees with a given
species tree. It is based on the multiple gene duplication model introduced by Guigé et al. in
1996.

PhyloFinder: This is an intelligent search engine for phylogenetic tree databases. Joint
work with Duhong Chen, J.G. Burleigh and David Ferndndez-Baca. An implementation of
PhyloFinder using TreeBASE data is available at http://pilin.cs.iastate.edu/phylofinder//.

Visiting Researcher: Sanderson Lab, University of Arizona
Summer 2007: Worked with Prof. Mike Sanderson on computational problems related to
multiple gene duplication and polyploidy.

Research Assistant: Iowa State University

Spring, Fall 2007: Worked on problems related to gene and genome duplication and comput-
ing distances between phylogenetic trees.

Spring, Summer 2006: Worked on problems related to chordal bipartite graphs, and gene
duplication.

Summer 2005: Worked on problems related to phylogenetics and chordal bipartite graphs.

Teaching Assistant: Towa State University

Spring 2008: ComS 418/518: Computational Geometry (graduate level course).

Fall 2006: ComS 511: Design and Analysis of Algorithms (graduate level course).

Fall 2005: ComS 228: Introduction to Data Structures Using Java.

Summer 2005: ComS 227: Introduction to Object Oriented Programming (using Java).
Spring 2005: ComS 228: Introduction to Data Structures Using C++.

Fall 2004: ComS 227: Introduction to Object Oriented Programming (using C++).

Design and Analysis of Algorithms, Theory of Computation, Advanced Topics in the Analysis
of Algorithms, Game Theory, Fundamental Algorithms in Computational Biology, Modern
Graph Theory, Advanced Algorithms in Computational Biology, Principles of Operating Sys-
tems, Introduction to Parallel Algorithms and Programming, Advanced Topics in Database
Systems.

Programming Languages: C, C++, Java
Platforms: Linux, Solaris, Win 9x/ME/2K/XP
Other Technologies: MySQL, MPI, POSIX Threads, HTML

Available upon request.



