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Bioinformatics Scientist experienced in building workflows for large sequencing datasets

PROFESSIONAL EXPERIENCE 

University of Washington, School of Oceanography         January 2023 – January 2024
Postdoctoral Scholar          Seattle, WA
▪ Designed and implemented MarFERReT, a reproducible pipeline for processing large volumes of reference 

sequence data and enhancing bioinformatics data use for environmental sequence annotation.
▪ Developed reproducible bioinformatics pipelines using R and python for cross-validation of genetic 

reference data, establishing a github repository with code and technical documentation.
▪ Built, maintained and executed bioinformatics workflows for processing, annotation and distribution of 

large environmental sequencing datasets from hundreds of heterogeneous samples.
▪ Created and maintained public data repositories for nearly 200 million environmental gene sequences, 

increasing accessibility and re-use of data sets.
▪ Implemented advanced data visualization techniques to elucidate complex multi-dimensional 

transcriptomic datasets, identifying novel microbial interactions and metabolic pathways.

University of Washington, School of Oceanography June 2016 – December 2022
Graduate Research Assistant          Seattle, WA
▪ Published 10 papers in peer-reviewed journals and presented research at 5 international conferences, 

demonstrating expertise in scientific writing and communication.
▪ Developed key bioinformatics data pipelines for a novel machine learning study of marine microbial 

eukaryote metabolism, showcasing skills in ML applications for genomics.
▪ Applied multivariate statistical methods to analyze high-dimensional transcriptomic datasets 

encompassing hundreds of organisms and millions of gene sequences.
▪ Leveraged cloud computing (AWS) and High-Performance Computing (SLURM) for large-scale dataset 

processing and analysis.
▪ Utilized containerization (Docker, Singularity) to ensure reproducibility and portability of computational 

workflows.
▪ Mentored team members in bioinformatics algorithms, statistical techniques, and best practices for NGS 

data analysis.

EDUCATION 

University of Washington                                                  December 2022 
Ph.D. in Oceanography                     Seattle, WA
▪ Dissertation: “Resolving the molecular ecology of marine microbial eukaryotes with metatranscriptomes.”

University of Washington                                         March 2016 
B.S. in Molecular, Cellular, and Developmental Biology (magna cum laude)          Seattle, WA

SKILLS 
Bioinformatics and Data Science: Genomics, Transcriptomics, Machine Learning, Algorithm Development
Pipeline Design and Implementation: Docker, GitHub. Programming: Python, R, Unix/Linux, SQL
Data Visualization and Statistical Analysis. High-Performance and Cloud Computing: AWS, SLURM
Scientific Writing and Presentation: 10 peer-reviewed publications, 5 conference presentations
Project Management and Team Leadership: Mentoring, Interdisciplinary Collaboration
NGS Technologies: Illumina sequencing
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