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Sagar Utturkar, Ph.D.

sagarutturkar@github.io | LinkedIn | Google Scholar | GitHub

Introduction:

Skilled bioinformatics scientist with 10+ years of experience in analyses of large-scale NGS data. [ work in
close collaboration with bench scientists for effective data interpretation, experimental design, hypothesis
generation and grant applications.

Skills:

e Proficient in data processing, analyses, and interpretation of NGS workflows for RNAseq (Bulk, single-
cell RNAseq and Spatial transcriptomics, TTseq), DNAseq (WGS/WES variant discovery), functional
genomics (CRISPR, miRNA), epigenomics (ATAC-Seq, ChIP-Seq), Databases (TCGA, KidsFirst, GEO,
NCBI, cBioPortal).

e Highly skilled in R, R-markdown, Python, Bash, and power-user of HPC Linux environment.

e Expert in generating custom data visualization (tidyverse, ggplot) with scientific data.

e Excellent communication skills to convey results to both computational and noncomputational
collaborators.

e Co-manage the bioinformatics core facility, lead junior bioinformaticians for successful and timely
completion of high-impact projects.

Research and Professional Experience:

Staff Scientist - Purdue University, USA 2022 -Present

Lead the bioinformatics core facility to support oncology group (20+ faculty) and high-impact projects.
Utilizing emerging technologies single-cell RNAseq (10X Chromium), spatial transcriptomics (10X Visium)
and perform integrated analysis to support drug discovery.

Actively involved in scientific premise seeking to develop dogs as a model system to study human cancers. I
am Co-PI on multiple grants that support immunotherapy research and Phase I/II clinical trials in dogs.

Senior Bioinformatics Scientist - Purdue University, USA 2019 -Present

Lead the bioinformatics component (bulk and single-cell RNA-seq, ChIP-seq, Variant calling (WGS/WES),
miRNA and methylation analysis) for interdisciplinary cancer genomics projects.

Developed custom bioinformatics pipelines to automate bioinformatic workflows with integrated
visualizations using R-programming, Python and HPC Clusters

Leveraged single-cell RNA-seq data from chemotherapy administered pet dogs to study the changes in the
immune cell populations and subsequent comparisons with TCGA (human) data.

Customized analysis of TCGA/GTEX and public cancer genomics data (KidsFirst, St. Jude’s, ICDC) to
determine correlation with experimental results and generated preliminary data for grant applications.

Developed R-shiny App for customized exploration of single-cell RNA-seq data.

Contributed towards conceptualizing research ideas in grant applications that lead in 5 funded research grants
and 10+ publications in cancer genomics.

Support bioinformatics education by providing training and guidance to graduate students and post-doc.


https://sagarutturkar.github.io/
https://www.linkedin.com/in/sagar-utturkar-ph-d-3843a011/
https://scholar.google.com/citations?hl=en&user=QiuraP4AAAAJ
https://github.com/sagarutturkar
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Bioinformatics Scientist - Purdue University, USA 2017 - 2019

¢ Independently managed end-to-end workflows for various Cancer bioinformatics projects.

e Implemented R-markdown for generating beautiful HTML reports in semi-automated fashion.
e Correlated scientific data with published literature and public databases.

e Designed and automated bioinformatics pipelines using Python, R, Bash and HPC clusters.

e Maintained GitHub Repository for C°B Bioinformatics Core to support reproducible research.

Bioinformatics Analyst - Purdue University, USA 2016 - 2017

e Provided bioinformatics analysis and consultation services for bioinformatics applications of RNA-Seq,
Metagenomics, Meta-transcriptomics, genome assembly, miRNA analysis and annotation.

e Analyzed sequencing data from bacterial, mammalian and various non-model organisms, developed
customized workflows, assisted in manuscript preparations and data deposition.

e Designed custom pipelines and maintained GitHub repositories to support high throughput data analytics.

e (Conducted hands-on bioinformatics workshops to train the research staff in bioinformatics applications.

e Actively participated in writing research grants to enhance funding opportunities.

Graduate Research Assistant - Oak Ridge National Laboratory, USA 2010 - 2016

e Evaluated de novo and hybrid assembly methods using PacBio, Illumina, 454, and Ion Torrent NGS
platforms and designed microbial genome finishing strategies.

e Single-cell genomics analysis of uncultured bacteria from Populus deltoides root microbiome.

e Linux Shell, and Perl scripting for pipeline development, data retrieval/conversion.

e (Graduate teaching assistant at the University of Tennessee, Knoxville.

Bioinformatics Software Engineer Persistent Systems Ltd., India 2008 - 2010

e Algorithm testing for instrument control and analysis software from Life Technologies.

e Developed automated test suite using Perl for algorithm consistency check.

e Developed and executed test cases, identified software defects, and reported in bug tracking system.
e Provided bioinformatics domain support for internal developers and customers.

Education:
University of Tennessee, USA Ph.D. Bioinformatics 2015
Nottingham Trent University, UK M.S. Bioinformatics 2007

University of Mumbai, India B.S. Biotechnology 2006
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