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LinkedIn: www.linkedin.com/in/jenchang212
GitHub: http://github.com/j23414

Bioinformatics and workflow developer with 8+ years of experience.

Ph.D. in Bioinformatics and Computational Biology Aug 2011 — June 2017
minor in Statistics, dissertation on ”Designing an integrated system for biological network exploration”

Towa State University, Ames, lowa 50010, USA

B.A. in Computer Science and Biochemistry Aug 2007 — May 2011
Cornell College, Mount Vernon, lowa 52314, USA

Bioinformatics Analyst ITI (Nextstrain) Fred Hutch Cancer Center Nov 2021 — present

e Remote Contractor from November 2021 to September 2022, after which I became a full-time employee

e Delivered 300+ GitHub PRs across Nextstrain tooling and pathogen-specific repositories, improving
performance, modularity, and long-term maintainability.

e Developed and maintained Snakemake workflows, with support in WDL (Terra.bio) and Nextflow as
needed, enabling scalable and reproducible genomic analysis.

e Balanced standardization of heterogeneous pathogen pipelines under the pathogen-repo-guide with
bespoke automation for dengue, Lassa, WNV, mumps, and norovirus pipelines summarizing trends.

e Ran harmonization of HI titer data integrating antigenic data with phylogenetics for seasonal influenza
surveillance reports and global projections.

e Delivered a Nextstrain workshop at VEME 2023 (South Africa), training 50+ researchers on real-time
phylogenetics analysis.

e Co-authored collaborative publications advancing open genomic surveillance.
40 hrs/wk. Supervisors: Trevor Bedford, Jover Lee
Bioinformatics Post-Doc, ORISE SCINet Fellow USDA-ARS Jun 2020 — Nov 2021

e Developed Nextflow pipelines for GATK (Hufford Lab) and VGP Assembly (agl00pest) projects, im-
proving automation, documentation, and reproducibility across collaborative genomic projects

e Founded and organized SCINet Corner, a monthly virtual HPC knowledge-sharing series engaging
participants across USDA locations

e Co-authored and maintained tutorials in the Bioinformatic Workbook (e.g. WGCNA), increasing
accessibility of analytical methods

e Contributed analyses that supported two peer-reviewed genomic publications
40 hrs/wk. Supervisors: Andrew Severin, Brian Scheffler
Post-Doctoral Computational Biologist, ORISE Fellow USDA-ARS Aug 2017 — Jun 2020

e Performed large-scale statistical and genomic analysis (R, Bash, and Perl) of influenza A viruses (IAV)
in swine, supporting national surveillance efforts, with a particular emphasis on reassortment.

e Collaborated with experimental and computational teams to design studies for swine or computation

e Produced quarterly TAV surveillance reports using Sweave, presenting trends and actionable findings
to multi-site scientific teams.

e Selected a curated monthly set of 21 virus for whole genome sequences and deposition into NCBI
GenBank, supporting public data availability.

40 hrs/wk. Supervisor: Amy Baker


https://github.com/search?q=org%3Anextstrain+is%3Apr+author%3Aj23414+org%3Anextstrain&type=pullrequests
https://github.com/nextstrain/pathogen-repo-guide/tree/main
https://bioinformaticsworkbook.org/
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Co-Founder Complex Computation, LLC; Ames, ITowa, USA July 2015 — August 2017

e Co-developer of Mango Graph Studio, a C++ software for massive heterogeneous multi-network anal-
ysis

e Co-Founder leading efforts for the company to provide software solutions and workshops on network
analysis.

e Served as Principal Investigator on two DARPA SBIR Contracts (W911NF-15-P-0040 in 2015 and
W9I11NF-17-P-0014 in 2016), delivering monthly technical reports and providing findings to program
managers.

e Presented the findings in-person to DARPA at a conference in Durham, NC.

e Collaborated with scientists and researchers at Iowa State University and other locations to develop
network analysis pipelines to answer a variety of biological questions.

Varied from 20 to 40 hrs/wk Supervisor: Hui-Hsien Chou
Research Assistant Complex Computational Laboratory; Iowa State Univ. Feb 2012 — Aug 2017

e Modernized the Lucy2 C++4 wxWidgets GUI (2013), increasing usability and contributing to the
subsequent 700+ cross-platform (Mac, Windows, Linux) downloads.

e Developed Mango Graph studio, a multi-network visualization and exploration software with a custom
graph exploration language (Gel); later commercialized by licensing to Complex Computation, LLC.

e Awarded the Plant Sciences Institute Scholar Grant (2015) and received multiple conference awards
for software and research presentations or posters.

20 hrs/wk. Supervisor: Hui-Hsien Chou
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