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SKILLS
« WGS / Long-Read Sequencing (HiFi,
ONT)

e Structural Variant Calling (PBSV,
Sniffles)

e Python / R / Shakemake

o GATK / BWA / Samtools

« Cancer Genomics (TCGA, ICGC)
» Population Genetics Analysis

» Benchmarking & QC Pipelines

« Scientific Writing

LANGUAGES
English « Native

CERTIFICATES

NIH Genomic Data Sharing
Policy Certification

GIAB Consortium Certified
Benchmarking Analyst

AWARDS

GIAB Consortium Recognition
— Outstanding Scientific
Contribution

Genome in a Bottle Consortium /

National Institute of Standards and
Technology

2023

Recognized for structural variant

benchmarking framework adopted as
NIST reference standard

SUMMARY

Genomics Research Scientist with a Ph.D. from Stanford and 6+
years in whole-genome sequencing, structural variant discovery,
and cancer genomics at lllumina and Stanford's cancer genomics
program. Published 9 papers (h-index: 14, 650+ citations);
developed pipelines processing SM+ variant calls per dataset.
Expert in Python, R, and WGS tertiary analysis.

EXPERIENCE

Research Scientist — Genomics

lllumina — Genomics Research Center « San Diego, CA
Jul 2021 - Present

Lead genomic algorithm development for long-read sequencing
applications and structural variant benchmarking; collaborate with
PacBio and Oxford Nanopore on cross-platform validation.

« Developed structural variant caller for HiFi long-read WGS
achieving F1 score of 0.94 on GIAB HG002 benchmark; 25%
improvement over prior lllumina SV pipeline

e Processed and analyzed 2,800 cancer genomes from TCGA and
ICGC consortia; identified recurrent SV hotspots in 14 cancer
types

« Published 5 papers since 2021 (Nature Genetics, Genome
Biology, Bioinformatics); 380 combined citations

o Led cross-platform SV benchmarking collaboration with 6
international genomics centers; contributed to Genome in a Bottle
(GIAB) Consortium benchmarking paper (Nature Methods, 2024)

» Filed 2 patents on SV detection algorithms; both under review by
USPTO

Postdoctoral Researcher
Stanford University — Snyder Lab e« Stanford, CA
Jul 2019 - Jun 2021

Genomic-based cancer therapy research using WGS and functional
genomics.

+ Developed genomics-based approach identifying 7 novel
therapeutic targets in glioblastoma using WGS + CRISPR screen
integration

e Conducted population-scale WGS analysis (n=12,000 Pan-Cancer
Atlas samples); identified 3 mutational signatures linked to
defective homologous recombination

o Published 4 first-author papers in Nature Genetics and AJHG
(combined 270 citations)

EDUCATION

Ph.D.
Stanford University e Stanford, CA « Sep 2015 - Jun 2019
Genomics & Computational Biology ¢ GPA: 3.9/4.0



Genomics Research Award — PROJECTS
NHGRI Director's Recognition

National Human Genome
Research Institute (NHGRI)
2020

Recognized for postdoctoral work on
cancer mutational signatures

Genomics-based Cancer Therapy
Lead Researcher o 2019-2020

Developed a genomics-based approach to identify novel therapeutic
targets for cancer treatment

Python « R e« Genomics pipelines

STRENGTHS

Genomics expertise

Strong understanding of genomics and
bioinformatics concepts

HOBBIES

Reading scientific literature



