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Professional Activities

Faculty Advancement Network Fellow 2023 -2024
President-past of The Protein Society 2021 -2022
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Alfred P. Sloan Foundation Computational and Evolutionary Molecular Biology

fellowship selection committee 2018 - 2021
President-elect of The Protein Society (elected) 2018 — 2019
Member, Editorial Board of Protein Science 2016 — present
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Co-chair, Proteins Gordon Conference (elected) 2013
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Member, Editorial Board of Journal of Molecular Biology 2011 -2023
Member, Scientific Advisory Board, Protabit LLC 2011 -2014
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Julius B. Kahn Lecture at Northwestern Medicine
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Director’s Transformative RO1 award

Irwin and Helen Sizer Career Development Chair

Surdna Foundation Scholar Award

Robert A. Swanson Career Development Chair
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Helen Hay Whitney Postdoctoral Fellowship
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