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PATENTS AND OTHER INTELLECTUAL PROPERTY

Publicly Available Software

LDadmix Software to estimate the haplotype frequencies and linkage disequilibrium in the ancestral populations

of admixed samples. link: https://github.com/rwaples/LDadmix

lai-sim Snakemake pipeline that simulates genetic data under multiple demographic models and infers local

ancestry with three methods. link: https://github.com/rwaples/lai-sim

FuNDING HISTORY

2020 Postdoctoral fellowship funded by NHGRI Genome Training Grant awarded to the University of

Washington. T32 training grant HG000035 (PI: Evan Eichler). Renewed in 2021.

PuBLIC HEALTH PRACTICE ACTIVITIES

(None)


https://github.com/rwaples/LDadmix
https://github.com/rwaples/lai-sim

CONFERENCES AND SYMPOSIA

Invited seminars

o Where did the Furopean ancestors of the Greenlanders come from? Bioinformatics Research Centre
seminar series. Aarhus University, Denmark, 2019.

Conference presentations (selected)

e How to Use Reduced-Representation Genomic Methods to Estimate Contemporary Effective Population
Size. American Fisheries Society Annual Meeting. Quebec, Canada, 2014.

e Linkage mapping with paralogs. Presidential Symposium of the American Genetic Association. (poster).
Bainbridge Island, WA, USA, 2015.

e LDadmix: a method to estimate LD in the ancestral populations of admixed samples. Probabilistic modeling
in Genomics. (poster). Aarhus University, Denmark, 2017.

o LDadmix: a method to estimate LD in the ancestral populations of admized samples. Annual meeting of the
Society for Molecular Biology and Evolution. (poster). Austin, TX, USA, July 2017.

o Allele frequency-free inference of close familial relationships from genotypes or low depth sequencing data.
Probabilistic modeling in Genomics. (poster). Cold Spring Harbor, NY, USA, Nov. 2018.

o Where did the FEuropean ancestors of the Greenlanders come from? Greenland Science Week. Nuuk,
Greenland, Dec. 2019.

o Understanding recent admizture with ternary ancestry fractions. Probabilistic modeling in Genomics.
(poster). Cold Spring Harbor, NY, USA (virtual), Apr. 2021.

UNIVERSITY SERVICE

University of Copenhagen

2016 Co-organizer of PhD Day at Bio, one-day scientific conference with more than 200 participants at the
University of Copenhagen. Included moderating a live panel debate and inviting and hosting
international speakers.

OTHER ACTIVITIES

2019 Co-organizer for EPIC, a monthly Copenhagen-area Population Genetics lunch seminar series.

2019-2020 Co-organizer for a manuscript-in-preparation group, facilitating structured feedback for draft
manuscripts, held at the University of Copenhagen.

TEACHING HISTORY

2014 Teaching assistant, Shellfish Biology, Masters course, University of Washington

2016 Teaching assistant, Introduction to Python for Bioinformatics, Masters course, University of
Copenhagen

2017 Teaching assistant and guest lecturer, Population genetics, Masters course, University of Copenhagen.
2018 Teaching assistant and guest lecturer, Population genetics, Masters course, University of Copenhagen.

2021 BIOST 581 - Statistical Genetics Seminar (Autumn quarter) Co-taught with Dr. Sharon Browning.
Dept. of Biostatistics, University of Washington.

ADVISING AND FORMAL MENTORING

2021 Mentor for an undergraduate research project through the UW Undergraduate Research Program
(Summer 2021 - Fall 2021)
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