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EDUCATION

Ph.D., Biostatistics, University of Michigan 2018 - 2025 (expected)
Thesis: Investigations into Mutation Rates and Statistical Phasing Errors

Master of Science, Biostatistics, University of Michigan 2014 - 2016
Master of Science, Applied Statistics, Loyola University Chicago 2013 - 2014
Bachelor of Science, Mathematics, Loyola University Chicago 2009 - 2013

RESEARCH EXPERIENCE

Graduate Student, University of Michigan (Pl: Sebastian Zéliner, PhD) 2018 -
e Analyzed germline mutation rates by developing a novel statistical model, integrating singleton
mutations and control sampling to quantify the influence of neighboring nucleotides.
e Analyzed and benchmarked three statistical phasing methods with human sequencing data, detailing
the causes and locations of phasing errors.

e Developed statistical models to predict the locations of statistical phasing errors.

Trainee, Genome Science Training Program, University of Michigan 2014 - 2016
e Analyzed mRNA sequencing data to identify genes differentially expressed in skeletal muscle biopsy

tissues samples between Type 2 diabetics and controls.



TEACHING AND MENTORSHIP EXPERIENCE

Lecturer, Big Data Summer Institute, University of Michigan June 2023, 2024

e Lead a seminar on applied linear regression analysis using R

Teaching Assistant, Big Data Summer Institute, University of Michigan June - July 2022
e Assisted in the design of summer research projects in Genomics.
e Mentored students using R, python, bash, and other tools to organize and analyze large datasets from

genetic sequencing and methylation studies.

PROFESSIONAL EXPERIENCE

Software Developer, Epic Systems, Verona, WI 2016 - 2018
e Implemented social determinants of health documentation and visualizations in the patent record for

Epic’s Healthy Planet population health management module.
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Honors and Awards

iBRIGHT Conference Travel Award, 2019

University Service

Student Representative, Biostatistics Faculty Meetings, 2021 - 2022

Student Member, Biostatistics Search Committee, 2019 - 2020



