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Summary

Genetics Research Scientist with a Ph.D. from UCLA and 5+ years in human genomics, GWAS, and CRISPR-
based functional validation. Developed genomic analysis pipelines processing 500,000+ variant calls; 8 peer-

reviewed publications (h-index: 11). Fluent in Python, R, and PLINK; experienced with UK Biobank and
gnomAD datasets.

Skills

• GWAS / Fine-Mapping

• Python / R / PLINK

• CRISPR-Cas9 Functional Validation

• NGS Analysis (WGS, WES)

• Polygenic Risk Scores (PRS)

• Biobank Data Analysis (UK Biobank,

gnomAD)

• Statistical Genetics

• Scientific Writing

Experience

Research Scientist Jul 2022 - Present

Scripps Research Institute La Jolla, CA

Investigate polygenic architecture of complex traits using large-scale biobank data; member of the TOPMED Consortium
analytical team.

• Developed automated GWAS pipeline (Python/Snakemake) processing 500,000+ variants across 250,000

participants in UK Biobank; reduced analysis runtime by 62%

• Identified and validated 12 novel loci for Type 2 diabetes susceptibility using fine-mapping and colocalization

analyses; findings published in Nature Genetics

• Performed CRISPR-Cas9 functional validation of 6 candidate variants in pancreatic beta cells; 4 validated as

transcriptional regulators with >2-fold effect size

• Collaborated with 8 international sites in TOPMED Consortium; contributed to consortium paper (Nature, 2024)

with 400+ authors

• Mentored 2 Ph.D. students in GWAS methodology; both presented at ASHG 2024

Postdoctoral Researcher Jul 2020 - Jun 2022

Broad Institute of MIT and Harvard Cambridge, MA

Postdoctoral fellow in the Program in Medical and Population Genetics; focused on rare variant discovery in diverse
populations.

• Analyzed whole-genome sequencing data from 45,000 individuals across gnomAD v3; identified 3,800

ancestry-specific rare variants with functional consequences

• Developed LASSO-based PRS model achieving AUC of 0.83 for coronary artery disease prediction in non-

European populations

• Published 4 first/co-first author papers in AJHG and Cell Genomics (combined 210 citations)

Education

Ph.D. Sep 2015 - Jun 2020

University of California, Los Angeles Los Angeles, CA

Human Genetics GPA: 3.9/4.0

B.S. Sep 2011 - Jun 2015

University of Michigan Ann Arbor, MI

Molecular Biology GPA: 3.7/4.0

Certificates

CITI Program — Human Subjects Research

NIH Genomic Data Sharing Policy Certification

Awards

ASHG Trainee Award — Outstanding Abstract

American Society of Human Genetics

2023

Recognized for genomic analysis pipeline work presented at the American Society of Human Genetics Annual Meeting

NIH Postdoctoral Diversity Supplement Award

National Institutes of Health

2021

Competitive supplement supporting research on GWAS methodologies in underrepresented populations

Languages

English

Native

Spanish

Fluent

Hobbies

Hiking • Reading
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