
Research Focus

I am interested in developing bioinformatics tools and platforms to conduct 
reproducible research. My career has been focused on enabling biologists to 
visualize, explore, and publish their data. I have helped four diagnostic, therapeutic 
and SaaS startups define their bioinformatic product strategy.


Experience

Product Manager 
TileDB - 08/22 - present 
Manage the population genomics product line, including product development, 
sales demos, customer support, and marketing. Develop analysis workflows for 
biopharma and hospital partners.


Content Lead 
Truwl -  09/20 – 7/22 
Onboarding tools, workflows, and high-impact analyses into the Truwl platform. 
Developed benchmarking product and customer acquisition strategies. 


Bioinformatics Engineer 
Panorama Medicine - 09/17-11/19 
Develop cloud-based pipelines and analysis for drug repositioning efforts. Lead for 
data mining and competitive intelligence research. First employee.


Senior Bioinformatics Scientist 
CytoVas LLC 06/17-08/18

Scaled up flow cytometry workflows for lab developed tests. Developed novel 
statistical analyses to measure subpopulations of cells and extracellular vesicles in a 
number of clinical trials and experimental assays. CytoVas closed its doors in 2018.


Senior Data Integration Analyst

GRIN Informatics Lead 
Center for Biomedical Informatics - Bioinformatics Core

Children's Hospital of Philadelphia (CHOP) — 11/10-06/17

Developed tools for mitochondrial and exome variant analysis, ChIP-Seq and RNA-
Seq reproducible reports. Performed studies of miRNA differential expression and 
cleavage in retinoblastoma. Designed and implemented sequence manifest 
validation for Pediatric Cardiac Genetic Consortium exome data hub repository. 
Developed fork of SnpEff to use HGVS nomenclature. Developed myBiC, a portal 
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for bioinformatics report deliverables used by the core. Lead CHOP team to build 
GRIN epilepsy analysis portal and Jupyter notebook based platform for variant 
discovery.


Senior Research Associate

DuPont Crop Genetics — 07/07 - 11/10

Developed bioinformatics tools for transcriptome assembly analysis, miRNA target 
scanning, and gene annotation. Developed LIMS systems for high throughput 
mutagenesis screens.


Bioinformatics Programmer

Univ. of Penn. Dept. of Microbiology, Bushman Lab — 11/04-07/07 

Developed bioinformatics pipeline to perform annotation and statistical analysis of 
HIV integration sites, microbial diversity, and viral resistance mutations.


Web Developer

Dept. of Electrical Engineering, NC State Univ. — 01/03-11/04

Developed various applications to manage student, employee, and equipment 
records.


Consultant 
The Trout Group — 8/00-12/01

Developed scientific presentations used in investor road shows for The Trout 
Group's biotechnology client, Enchira.


Research Technician 
UNC School of Medicine Dept. of Psychiatry - Duncan Lab — 8/97-8/99

Responsible for all techniquesi nvolved in 2-deoxyglucose autoradiography studies 
of ketamine-induced psychotomimetic effects in rodents.


Summer Intern 
Glaxo-Wellcome, Inc. — 5/95-8/95, 5/94-8/94, 5/93-8/93

Rotations in Regulatory Affairs, Research Computing, and Purchasing. Duties 
included database management, pharmacoeconomic research, and technical 
troubleshooting.


Education

Wake Forest University – Bachelor of Science in Biology 1997

North Carolina State University – Master of Computer Science 2003

Drexel University - PhD Information Science 2021
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Presentations and Posters

Drexel-CODATA FAIR-RRDM Workshop 2019 (Philadelphia)


CYTO2018 (Prague)


2016 MidAtlantic Bioinformatics Conference (Philadelphia)




Regional Translational Research in Mitochondria, Aging, and Disease Symposium 
October 2013 (Philadelphia)


IEEE BIBM 2012 (Philadelphia)


ASHG 2012 (San Francisco)


RECOMB 2004 (San Diego)


Rocky Mountain Regional Bioinformatics Meeting 2003 (Aspen)


Social Media

biostars.org - Bioinformatics Q&A Site. Top-20 ranking. 
jermdemo.blogspot.com - Over 70,000 pageviews.


Teaching

Adjunct Instructor

Drexel University College of Computing and Informatics 
Spring Quarter 2018 
Taught INFO103 Introduction to Data Science


Instructor & Teaching Assistant

Programming for Biology 2007-2010 
Cold Spring Harbor Laboratory


Professional Associations

PhillyR Founder & Organizer 
PhillyR is aimed at sharing knowledge and experience among users of the R 
statistical programming environment.


Software

myBiC 
Django application that manages user authentication and presentation of 
bioinformatics deliverables.


Mitomaster 
Web application that allows clinicians to quickly investigate mitochondrial mutations 
in sequenced or genotyped samples.


blast-wrapper 
Node.js web-service wrapper for fetching pairwise BLAST or BLAST+ alignments 
against a fixed reference.


Standard Velvet Assembly Report 
Scripts and Sweave report to analyze effect of altering Velvet assembly parameters 
on sequence assemblies.


http://biostars.org
http://jermdemo.blogspot.com


miRNA TargetScan 
Search input sequences for targets of known miRNAs using plant miRNA binding 
heuristics.


DRMViewer 
Suite of tools to view and perform statistical analysis on drug resistant mutations in 
pyrosequenced HIV samples.


InSiPiD - Integration Site Pipeline and Database 
Set of tools and interfaces to manage processing, reconciliation, annotation, and 
analysis, and display of viral integration site data.


ASG - Alternative Splicing Gallery 
Web-based visualization tool for the analysis of alternative splicing events.


Technical Skills

Languages and frameworks:

R, Python, Perl, Java, Groovy, Scala, Javascript & JQuery, C++, C, PHP, 
Snakemake, WDL, Nextflow, CWL


Expert knowledge:

Bioinformatics algorithms, alignment & annotation pipelines, LIMS web interfaces, 
flow cytometry analysis, reproducible research principles, software development 
methodologies, pipeline frameworks, containerization, dependency management, 
AWS & GCP cloud infrastructure


Certifications

Sun Certified Java Programmer (SCJP) - Java 2 Platform 1.4 Candidate ID 
SR1768642
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