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Education

Bachelor of Arts in Biology Wesleyan University
Middletown, CT August 2000 – May 2004

Master of Science University of Washington
School of Aquatic and Fishery Sciences March 2014 – Dec. 2015

Thesis: Population genomics of Puget Sound chum salmon:

The legacy of the salmonid whole genome duplication

PhD University of Copenhagen
advisors: Dr. Ida Moltke and Dr. Anders Albrechtsen April 2016 – April 2019

Thesis: Relatedness, admixture and the genetic history of Greenland-European contact

Licensure

Not applicable

Professional Positions

Undergraduate Research Assistant Wesleyan University, Middletown, CT
Laboratory of Dr. Sonia Sultan 2002 — 2004

Lab Manager Wesleyan University, Middletown, CT
Laboratory of Dr. Sonia Sultan 2005 – 2006

Research Technician Vanderbilt University, Nashville, TN
Laboratory of Dr. Daniel Funk 2006 — 2007

Fisheries Geneticist, Fisheries Biologist (50% time) NOAA NWFSC, Seattle, WA
Conservation Biology Division, Genetics and Evolution Program 2010 — 2013

Research Scientist (50% time) University of Washington, Seattle, WA
Laboratory of Dr. Jim and Lisa Seeb 2010 — 2014

Postdoctoral Scholar University of Copenhagen, Denmark
with Dr. Ida Moltke April 2019 – March 2020

Postdoctoral Fellow University of Washington, Seattle, WA
with Dr. Sharon Browning July 2020 – current

Honors, Awards, Scholarships

2014 James E Wright Graduate Award - presented annually by the Genetics Section of the American
Fisheries Society to recognize excellence in graduate-level work in fisheries genetics.

2015 American Genetic Association Award - to attend and present a poster at the 2015 American Genetic
Association Presidential Symposium.

Professional Activities

Peer reviewer for: Bioinformatics, Molecular Ecology, Molecular Ecology Resources, Genetics, Heredity,
Journal of Heredity, Evolutionary Applications, BMC Bioinformatics, PCIEvolBiol, PLOS Genetics, American
Journal of Human Genetics
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C. Hviid Friis Jørgensen, R. R. da Fonseca, H. R. Siegismund, A. Albrechtsen, R. Heller, I. Moltke,
and K. Hanghøj. “High genetic diversity and low differentiation reflect the ecological versatility of the
African leopard”. In: Current Biology (Feb. 2021).

[19] R. S. Waples, R. K. Waples, and E. J. Ward. “Pseudoreplication in genomic-scale data sets”. In:
Molecular Ecology Resources (Aug. 2021).

[20] R. K. Waples*, A. L. Hauptmann*, I. Seiding, E. Jørsboe, M. E. Jørgensen, N. Grarup,
M. K. Andersen, C. V. L. Larsen, P. Bjerregaard, G. Hellenthal, T. Hansen, A. Albrechtsen, and
I. Moltke. “The genetic history of Greenlandic-European contact”. In: Current Biology (Mar. 2021).

[21] M. K. Andersen, L. Skotte, E. Jørsboe, R. Polito, F. F. Stæger, P. Aldiss, K. Hanghøj,
R. K. Waples, C. G. Santander, N. Grarup, I. K. Dahl-Petersen, L. J. Diaz, M. Overvad,
N. K. Senftleber, B. Søborg, C. V. Larsen, C. Lemoine, O. Pedersen, B. Feenstra, P. Bjerregaard,
M. Melbye, M. E. Jørgensen, N. J. Færgeman, A. Koch, T. Moritz, M. P. Gillum, I. Moltke,
T. Hansen, and A. Albrechtsen. “Loss of Sucrase-Isomaltase Function Increases Acetate Levels and
Improves Metabolic Health in Greenlandic Cohorts”. In: Gastroenterology 162.4 (Apr. 2022), 1171–1182.e3.
issn: 0016-5085.

Preprints (not peer reviewed)

[22] E. Jørsboe, M. K. Andersen, L. Skotte, F. F. Stæger, N. J. Færgeman, K. Hanghøj,
C. G. Santander, N. K. Senftleber, L. J. Diaz, M. Overvad, R. K. Waples, F. Geller,
P. Bjerregaard, M. Melbye, C. V. L. Larsen, B. Feenstra, A. Koch, M. E. Jørgensen, N. Grarup,
I. Moltke, A. Albrechtsen, and T. Hansen. “An LDLR missense variant poses high risk of familial
hypercholesterolemia in 30% of Greenlanders and offers potential for early cardiovascular disease
intervention”. In: medRxiv (Jan. 2022).

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

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

Conference presentations (selected)

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

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

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

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

• 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.

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

• Understanding recent admixture 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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