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RESEARCH INTERESTS
Proteomics, metabolomics, next generation sequencing (NGS), mathematical models, computational biology, bioinformatics, biological data mining and cancer biology.

EDUCATION

	2009 – 2013
	PhD, Bio-systems Engineering, Washington State University, Pullman WA. 

GPA: 3.69/4.00

	2007 - 2009 
	M. Tech, Bioinformatics, West Bengal University of Technology, Kolkata, India. GPA: 3.80/4.00

	2003 - 2007
	B. Tech, Biotechnology, West Bengal University of Technology, Kolkata, India. GPA: 4.00/4.00


PROFESSIONAL EXPERIENCE

	2014 - Present 
	Post Doctorate RA C, Pacific Northwest National Laboratory, Richland, WA

	Spring 2010 – Fall 2013
	Research Assistant, School of Molecular Biosciences, Washington State University, Pullman WA.

	Spring 2013
	Research Assistant, Genomics Core, Washington State University, Pullman WA.

	Fall 2012, Fall 2013
	Teaching Assistant, School of Molecular Biosciences, Washington State University, Pullman WA.


TECHNICAL SKILLS

	· Programming Languages
	Perl, Bio-Perl, Python, C, C++

	· NGS Tools
	Galaxy, Robina, Tophat, Bowtie, Bam/Samtools, Cufflinks, HtSeq

	· Bioinformatics Software
	ImageJ, MacVector, CellDesigner, GROMACS, AutoDock, Primer3

	· Statistical Software
	R, Bio-conductor, MATLAB, Scilab

	· Scripting Tools
	Bash shell, High performance computing

	· Database
	Oracle SQL

	· Wet Lab Experience
	Tissue culture, animal breeding, imaging, histology studies, PCR immunohistochemistry


RESEARCH PROJECTS

	CPTAC project
	Understand the molecular basis of cancer through the informatics application of robust, quantitative, proteomic technologies and workflows.
Pacific Northwest National Laboratory, Richland, WA


	Small RNA analysis
	piRNA abundance controls the epigenetic silencing of L1 promoters
School of Molecular Biosciences, Washington State University, Pullman, WA, USA


	RNA-seq analysis
	Engineered chromosome-based genetic mapping establishes a 3.7-Mb critical genomic region for Down syndrome-associated heart defects in mice
Rosswell Park Cancer Institute, New York, NY, USA

School of Molecular Biosciences, Washington State University, Pullman, WA, USA


	Agent based model
	An agent based model for mouse spermatogenic cycles

School of Molecular Biosciences, Washington State University, Pullman, WA, USA


	Ordinary differential equation model
	Dynamic modeling of yeast meiotic initiation using the ODE model

School of Molecular Biosciences, Washington State University, Pullman, WA, USA


	Machine learning
	Identification of germ cell specific expression pattern

School of Molecular Biosciences, Washington State University, Pullman, WA, USA


	Flux balance analysis
	Elucidating genes and pathways required for meiosis in yeast and mammals

School of Molecular Biosciences, Washington State University, Pullman, WA, USA


	Metabolic Engineering
	Metabolic Pathway Analysis Using Flux balance Analysis

Indian Statistical Institute, Kolkata, India



	Chemical Biology
	Eco-friendly synthesis and study of new plant growth promoters: 3,3’-Diindolylmethane(DIM) and its derivatives

Department of Medicinal Chemistry

Indian Institute Of Chemical Biology, Kolkata, India
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PROFESSIONAL ACTIVITIES
	Senator
	Graduate and Professional Students Association (GPSA) for Biological Systems Engineering

	Contributor
	World Vision (NGO for children)


