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Summary

I’m a computational biologist working on new methods for cell-free DNA analysis in prenatal and oncology
diagnostics. At Myriad Genetics I lead development of aneuploidy calling methods for new prenatal assays
and contribute to algorithm development for our Precise molecular residual disease (MRD) assay.

Education

University of Washington, Seattle 2013–2018
Ph.D., Biology

University of California, Berkeley 2006–2010
B.A., Integrative Biology & English

Experience

Senior Computational Scientist

2020–Present
Myriad Genetics, South San Francisco, CA

• Lead scientist for fetal aneuploidy, twin zygosity, and fetal fraction calling in the Firstgene combined
prenatal cfDNA screening assay

• Developed new tumor fraction modeling and error correction methods for Myriad’s tumor-informed
molecular residual disease (MRD) assay

• Inventor on 4 patents related to cfdna assay methods

• Supervise PhD interns developing methods for cfDNA analysis with low-coverage WGS

• Deploy and maintain complex bioinformatic pipelines in regulated SDLC environments

• Collaborate with molecular scientists on tuning assay chemistry to achieve performance targets

Postdoctoral Fellow

2018–2020
Kern Lab, Dept. of Biology, University of Oregon, Eugene, OR

• Published 3 first-author papers on spatial population genetic theory and inference methods

• Developed a supervised machine learning method for predicting spatial locations from genotypes

• Granted an NIH F32 fellowship ”Computational Methods for Next-Generation GWAS”

PhD Student

2013–2018
Dept. of Biology, University Washington, Seattle, WA

• Published 6 papers on population genetics of North American birds
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• Taught labs in population genetics, comparative anatomy, physiology, and conservation biology

• Developed interactive teaching apps for population genetics: https://cjbattey.shinyapps.io/driftR/

Staff Scientist

2010–2012
Cardno ENTRIX, Concord, CA

• Conducted field surveys and monitoring for threatened and endangered species in support of permitting
for utility projects

Selected Presentations

• “Detecting Maternal Mosaicism in Fetal Sex Chromosome Aneuploidy Screening“
C. J. Battey, Juexiao Sherry Wang, Kyle Tretting, Ravi Patel, Anu Srinivasan, Janani Saikuymar, Divya
Kushnoor, Heather Labreche, Carly Hammer, Summer Pierson, Manesha Putra, Genevieve Gould, Dale
Muzzey.
Society for Maternal Fetal Medicine (SMFM), Pregnancy Meeting, January 2025. Denver, Colorado.

• “Impact of Panel Size on Molecular Residual Disease (MRD) Assay Performance“
C. J. Battey, Ashley Acevedo, PhD*; Matt LaBella, PhD*; Sangita Ganesh, PhD; Elise Buser; Nafei Xu;
Ravi Patel, PhD; Kiefer Haug; Kyle Trettin, PhD; Jeff Jasper, PhD; Jan Risinger; Genevieve Gould,
PhD; Dale Muzzey, PhD.
American Society of Human Genetics (ASHG), August 2023. Washington, D.C.

Selected Publications

Full list at https://scholar.google.com/citations?hl=en&user=BxCjoTUAAAAJ

• “Predicting Geographic Location from Genetic Variation with Deep Neural Networks”
C. J. Battey, Peter L. Ralph, Andrew D. Kern. 2020. eLife.
https://elifesciences.org/articles/54507

• “Space is the Place: Effects of Continuous Spatial Structure on Analysis of Population Genetic Data”
C. J. Battey, Peter L. Ralph, Andrew D. Kern. 2020. Genetics.
https://doi.org/10.1534/genetics.120.303143

• “Evidence of linked selection on the Z chromosome of hybridizing hummingbirds“
C. J. Battey. 2020. Evolution.
doi:10.1111/evo.13888

Skills

• Code: python, R, WDL, bash+unix utils

• Bioinformatics: short-read data processing including UMI deduplication and error correction, variant
calling, genome assembly, pipeline development in WDL

• Computing: DNAnexus, SLURM, Amazon EC2, Unix tools, git

• Statistics: Linear models, mixture models, HMMs, classical stats (t-tests, anovas, etc), dimensionality
reduction, maximum likelihood, GWAS

• Machine Learning: Deep learning (keras implementations of MLPs, CNNs, VAEs, transformers),
decision trees, SVMs
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