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I am a researcher and engineer working on artificial intelligence, interpretable machine learning, and
computational biology.

Skills

Methods: Python PyTorch GitHub Modeling Kubernetes AWS
Domains: Generative AI TTS Neuro. Mol. dynamics Hematology

Experience

Uberduck, Inc. Cofounder/Head of ML Seattle, WA 08/2021 – 03/2024
AI science and engineering for text-to-speech; headed R&D (up to 3 person team) for startup
Allen Institute for Brain Science Contractor Seattle, WA 01/2020 – 12/2020
Data science for brain connectivity; published first author paper
Amazon SCOT Forecasting Sci. Research Intern Seattle, WA 06/2017 – 09/2017
AI science for sales forecasting; online training of fine-tuned models
Fred Hutchinson Graduate assistant Seattle, WA 09/2015 – 06/2017
Data science for single cell RNA sequencing
Nat. Heart, Lung, & Blood Inst. IRTA Bethesda, MD 07/2013 – 05/2015
Data and experimental science for hematopoietic stem cells; published first author paper

Education

Y Combinator San Francisco, CA 01/2022 – 03/2022
Ph.D. Statistics University of Washington, Seattle, WA 09/2015 – 03/2022
Thesis: Geometric algorithms for interpretable manifold learning.
Committee: Marina Meila (advisor), Yen-Chi Chen, Zaid Harchaoui, John Lee
B.A. Mathematics Columbia University, New York, NY 09/2009 – 05/2013
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Service

Reviewer AISTAT 2023
Reviewer JMLR 2021
Reviewer UAI 2020-2021
Organizer UW Geometric Data Analysis reading group (uwgeometry.github.io) 2017-2021
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