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Education Yale University, New Haven, CT (08/2012 – 12/2016)
PhD Ecology and Evolutionary Biology
Thesis Title: “Population Genomics in Aedes aegypti”,  Advisor: Jeffrey Powell
Honors/Awards: Ruth L. Kirschstein National Research Service Award, 
Dillon and Mary Ripley Graduate Fellowship, Robert W. Carle Scholarship
NIH 5T32AI007404 Training in Parasitology and Vector Biology

Lehigh University, Bethlehem, PA (09/2005 – 05/2009)
BA Biology, minor in Computer Science
Honors/Awards: Dean's List, Phi Eta Sigma, Dean's Scholarship, 
Donald & Dorothy Stabler scholarship, Lehigh University Grant, Patricia Battin Scholarship

Related 
Experience

Software Engineer, GeneDx, Gaithersburg, MD (01/2023-present)
Production Bioinformatics
- Manage/develop/run HIPAA compliant HPC and Azure Cloud native bioinformatics pipelines
- Engineer ETL tasks that run on TiB of data per day

Data Scientist III, Sema4 Genomics, Stamford, CT (01/2022-01/2023)
Production Bioinformatics
- Manage/develop/run HIPAA compliant AWS Cloud native bioinformatics pipelines
- Update and maintain metadata database used to orchestrate pipelines

Sr. Computational Research Support Analyst, Yale University, New Haven, CT (10/2016-12/2021)
Yale Center for Research Computing
- Computational research consulting for life & biomedical Sciences: 4 HPC Clusters ~1000 Researchers
- Cloud+local hybrid computing engineering and support
- Develop and give workshops and tutorials 
- XSEDE Campus Champion: national community engagement
- Researcher collaboration: genomics, phylogenetics, epidemiology models, IoT freezer monitoring

Research Assistant II, Caccone Lab, Yale University, New Haven, CT (08/2009-08/2012)
DNA Analysis Facility On Science Hill

Skills & 
Abilities

AWS/Azure: S3/Blob, EC2/AzureVM, Lambda/Functions, ECR/ACR, Batch/Batch, 
Aurora/Azure SQL, SQS+SNS/QueueStorage+ServiceBus, 

SDLC: Agile/Scrum, GitHub & GitHub Actions, Jira, Confluence
Linux/HPC: Coreutils & Linux CLI, Git, Docker/Singularity, Slurm, Lmod, EasyBuild
Languages:  Bash, Python, R, SQL 
Bioinformatics:  Sequence analysis (QC/alignment), variant calling (GATK etc),     

pipeline development (NextFlow, custom scripts, etc)
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