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Summary
· Delivered illuminating insights about complex biomedical data; executed complex data processing and analyses.
· Led productive research at acclaimed institutions; published 14 peer-reviewed manuscripts (including 7 as first author).
· Developed open-access databases, workflows, software packages, and dashboards for high-dimensional genomics.
· Delivered polished posters and presentations using excellent initiative, project management, and communication.

Education
Ph.D., Computational Biology, Oregon Health & Science University, Portland, OR	June 2018 to June 2022
Graduate courses: biostatistics, epidemiology, machine learning, and bioinformatics; conference funding award; 5 peer-reviewed journal publications (3 first-author); 2 software packages (R, Python); 1 database; dissertation: “Applications of public omics data”
B.A., Biology, Reed College, Portland, OR	September 2007 to May 2011
Rigorous liberal arts and sciences; fellowship completed; earned research funding; thesis topic: microsatellite genetic diversity
High School, Full-I.B. Diploma, Biology, Edmonds-Woodway HS, Edmonds, WA	September 2003 to May 2007
Completed Full-IB curriculum, final exam, Senior project; completed AP and IB coursework; graduated top 5% of class 

Experience
Postdoctoral Research Fellow, Johns Hopkins School of Public Health, Baltimore, MD                                    June 2022 to June 2024 
• Delivered manuscripts and software for critical arm of multifaceted deconvolution research initiative.
· Leveraged multiomics data integration to derive novel insights about cell size divergence biases.
· Completed high-throughput, high-dimensional processing and analysis using HPC SGE environments.
Data Analyst Assistant, Fred Hutch, Seattle, WA	October 2015 to June 2018
· Determined cancer risk from molecular subtyping, biopsy pathologist reports, and AUC/ROC critical assessment.
· Completed high-throughput data processing and high-dimensional analyses using HPC Slurm environments.
Bioinformatics Intern, Fred Hutch, Seattle, WA	April to October 2015
· Lead statistical insights from analysis of colorectal cancer epigenetic profiles and EHR data.
· Quantified biomarker associations from colorectal cancer microarray data processed using a custom ETL pipeline.
Laboratory Assistant, University of Washington Medical Genetics, Seattle, WA	January to October 2013
· Determined Paraoxonase (PON)-1 enzyme activity from population modeling and controlling genetic background.
· Completed novel genome-wide association studies (GWAS), PLINK variant array processing, and Manhattan plots.

Awards
· MOMACS Grad Student Travel Stipend (May 2019) Modeling the World’s Systems conference, Washington, D.C.
· SAS-BWF Fellow (May 2016-2017) Collaborative colorectal cancer biomarker research, Fred Hutch, Seattle, WA
· Undergraduate Research Grant (January to March 2010) Genetics research for thesis, Reed College, Portland, OR
· Fischer Memorial Fellow (May to September 2010) Amphibian population research, Reed College, Portland, OR 
Programming
· lute (2023, coauthor: Stephanie Hicks, language: R/Bioconductor) Data transformation & experiment framework.
· cellScaleFactors (2023, language: R/Bioconductor) Mined/scraped cell size bias-correction factors & metadata.
· intronomer (2022, coauthor: Julianne David, language: Python) Long-read retained intron detection and analysis. 
· recountmethylation (2021, language: database, R/Bioconductor) High-throughput QC and analysis of public data.
· recountmethylation (2021, language: Python, SQL, HDF5) Epigenetics microarray data server and database.
· cgageR (2018, language: R/Bioconductor) Ensemble age prediction from multiple machine learning models.
· cgmappeR (2018, language: R/shiny) Query and visualize genome ideograms, sequences, and sample data.
Skills
Statistics:	                             Machine learning, decomposition, cluster analysis, transformation, bias correction, ROC/AUC
Data analytics: 		Benchmarks, workflows, normalization, automation, high-throughput, feature engineering, dashboards
Data engineering: 	Relational (SQL), Document (MongoDB), Graph (PostgreSQL), Sparse (HDF5), ETL, JSON, XML
Compute environments: 	High-performance compute (Slurm, SGE), remote servers, AWS, Azure, Windows, OSX, Linux, POSIX
Software development: 	Version control (Git/GitHub), data servers (Synapse, NCBI), APIs, Jupyter, Markdown, open-access
Programming languages: 	R/Bioconductor, Python, Bash/Shell, HTML, CSS, JavaScript, NextFlow, Snakemake
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