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ORCID: 0000-0001-6406-8563

EDUCATION AND TRAINING

2003-2009 BSc — Genetics and Computer Science, University of Wisconsin, Madison, WI
2009-2014  PhD — Department of Genome Sciences, University of Washington, Seattle, WA
2014-2016  Post-doctoral research, University of Washington, Seattle, WA

RESEARCH EXPERIENCE

2016- Investigator

Altius Institute for Biomedical Sciences, Seattle, WA
2014-2015 Senior research fellow

Genome Sciences, University of Washington, Seattle, WA
2009-2014 Research fellow

University of Wisconsin, Madison, WI

ACADEMIC AWARDS AND HONORS

2013 American Society of Human Genetics Charles Epstein Award Finalist
2011-2014  National Science Foundation Graduate Research Fellowship

2009 BACTER Undergraduate Research Fellow

2008 Hilldale Undergraduate Research Fellowship

TEACHING

2012 (Sum.) Teaching assistant, University of Washington, Seattle, WA
Genome 361: Introduction to Genetics

2012 (Aut.) Teaching assistant, University of Washington, Seattle, WA
Genome 372: Genomics and Proteomics

PROFESSIONAL ORGANIZATION AFFILIATIONS

2013-present Member American Society for Human Genetics
2016-present Member American Association for the Advancement of Science (AAAS)

SERVICE TO PROFESSION

Ad-hoc referee for Nature Genetics, Science, Cell Reports, PNAS, PLoS ONE, Nucleic Acids
Research, Epigenetics & Chromatin, Genome Research, Nature Methods, Bioinformatics
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SELECTED INVITED SEMINARS

2019 Lecture at ENCODE Users & Applications Meeting (Invited lecture), Seattle, WA

2018 21st Hemoglobin Switching Meeting (Invited lecture), Oxford, UK

2018 Lecture at Chromatin, epigenetics, and gene expression course, Cold Spring
Harbor, NY

2016 Seminar in Department of Genome Sciences Combi Seminar, Seattle, WA

2015 Lecture at National Cancer Institute, NIH, Bethesda, MD

2014 Lecture at Memorial Sloan-Kettering Cancer Center, New York, NY

SELECTED ORAL PRESENTATIONS IN SCIENTIFIC MEETINGS

2019 Molecular Biosystems Conference, Puerto Varas, Chile

2019 Meeting on single-cell & massively parallel reporter assays, Bellairs Research
Station, Barbados

2018 Banff International Research Station/Casa Matematica, Oaxaca, México

2018 CSHL: Global regulation of gene expression, Cold Spring Harbor, NY

2016 20th Hemoglobin Switching Meeting, Asilomar, CA

2016 EMBO Next-generation Immunology, Weizmann Institute, Israel

2015 Banff International Research Station/Casa Matematica, Oaxaca, México

2014 ASHG 64th Annual Meeting, San Diego, CA

2014 ENCODE Consortium Meeting, Palo Alto, CA

2013 ISCB/RECOMB Meeting, Toronto, Canada

2013 ASHG 63rd Annual Meeting, Boston, MA

2013 ENCODE Consortium Meeting, Stanford, CA

MENTORSHIP

2016-2019 Dr. Grigorios Georgolopoulos (PhD mentored jointly with M. Yiangou, Aristotle
University of Thassaloniki, Greece)
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(reverse chronological order; T = equal contribution, * = corresponding author)
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