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()  SUMMARY

¢ Bioinformaticist with seven years of strong bioinformatics research and teaching experience
e Worked and published research articles on a number of different topics

¢ Specialize in pipeline development and handling of large scale datasets

e Managed and trained a small team of bioinformaticians and students

¢ Proficient programmer, web developer and data visualization enthusiast

F=J PROFESSIONAL EXPERIENCE

Applied Bioinformatics Laboratory (ABiL, abil.ihrc.com), Atlanta, GA, USA Aug 2014 — Present
Position: Team Lead

¢ Founding member of ABIL, helped establish the company from ground up

e Managed a small team of full-time and part-time bioinformaticians

¢ Developed and deployed bioinformatics workflows internally and for clients

¢ Developed and delivered 40+ bioinformatics training to CDC branch managers, scientists and epidemiologists

e Over 1,500 hours of bioinformatics teaching experience

e Worked with clients to establish project objectives, timeline and deliverables

« Drafted numerous proposals, grants and company expansion plans

¢ Designed and developed ABIL advertisement materials, brochure and website

e Interviewed and recruited bioinformaticians

School of Biological Sciences, Georgia Institute of Technology, Atlanta, GA, USA Aug 2011 — Present
Position: Graduate Assistant (Research and Teaching)

e Worked on and managed various independent and collaborative projects

e Coordinated lab resources and HPC environment

¢ Taught programming course to graduate students, faculty and visiting scholars

¢ Mentored and trained 23 graduate students and visiting scholars in carrying out bioinformatics research

¢ Planned, organized and executed international training courses in Latin America

¢ Worked with the director of the Bioinformatics Graduate Program in program development and related activities

Department of Computer Science, University of Hong Kong, Hong Kong, China Dec 2010 —Jan 2011
Position: Student Research Assistant
e Tasked with the development of an efficient algorithm for finding maximum parsimonious tree for given
phylogenetic profiles having linkages
¢ Developed in-house assembly graph visualization software for the mapping of mate pairs in the genome for
then ongoing project on genome assembly: IDBA

1€ EDUCATION

Doctor of Philosophy (Bioinformatics) Jan 2013 — Nov 2016
Georgia Institute of Technology, Atlanta, GA, USA (Expected)
Advisor: I. King Jordan
Thesis title: Population Genomics of Human Polymorphic Transposable Elements

Master of Science (Bioinformatics) Aug 2011 — Dec 2012
Georgia Institute of Technology, Atlanta, GA, USA
Bachelor of Technology (Bioinformatics) Jul 2007 — May 2011

Maulana Azad National Institute of Technology, Bhopal, India
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BOOK CHAPTERS

Green, S., Rishishwar, L., Prakash, O., Jordan, I., Kostka, J. (2013) Insights into environmental microbial denitrification
from integrated metagenomic, cultivation and genomic analyses. In Encyclopedia of Metagenomics, (Nelson, K. eds.)
Springer, Berlin.

MANUSCRIPTS IN PREPRATION

. Rishishwar, L., Conley, A.B., Rogowski, K.K., Jiménez-Madrid, J.H., Valderrama-Aguirre, A., Jordan, |.K., Vannberg, F.V.
Differential diagnosis of syndromic versus non-syndromic developmental delay in a Colombian patient using whole
genome sequence analysis.
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@  AWARDS AND HONORS
¢ Wayne and Willa Kerr Award for Best Graduate Student Paper for fall 2015.
¢ Leland Jackson Endowment Summer Research and Travel Fellowship for the summer 2014 (Georgia Tech, Atlanta)
* Young Scientist Award for Oral Presentation in the 1% International IFIP conference held at SVNIT, Surat (India)
e Meritorious Scholarship by MANIT for the academic year of 2010-11

9\, TECHNICAL SKILLS

Programming Languages:

e Proficient in Perl & Bash

e Statistical languages & data visualization: R and MATLAB

* Previous experience with C/C++, Java, Python

Web Development and Databases: HTML/CSS, PHP, SQL and JavaScript

Bioinformatics:

¢ Experience working with genomes from many life forms

* Next Generation Sequence (NGS) analysis workflows: DNA-seq (Whole genome/Exome), RNA-seq, MNase-seq
e Computational genomics/transcriptomics: Quality assessment, assembly/mapping, gene prediction, annotation, variant
detection and comparative analysis

¢ Genome visualization/alignment: Circos, Cytoscape, CGView, |GV, J/GBrowse, Mauve

e Experience with metagenomics

¢ Developing machine learning tools for extraction and analysis of patterns in genomic data

Graphic designing: Adobe CS6/CC package

OS Platforms: Windows and *-nix based environments
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