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NovoNordisk, Denmark, Oct. 2017

Technical Univeristy of Munich, Munich, Germany, Sept. 2017
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Seminar Speaker, Joint Genome Institute, Department of Energy, USA, Jan. 2017

10. Guest lecturer, CS279, Stanford University, Nov 2016
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7. Invited Speaker, Department of Biomedical Engineering, Duke University, 2015.

8. Invited Speaker, Institute for Bioscience & Biotechnology Research, Univ. of Maryland,
College Park, 2015.

9. Invited Speaker, European Molecular Biology Laboratory, Heidelberg, Germany, 2008.
Contributed Conference Presentations

1. “Design of a chemically synthesized disulfide bonded mini-protein: de novo TIM barrel
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STUDENTS

My primary job as a Research Scientist at the University of Washington includes teaching and

direct student and junior postdoc research at an extensive level in a lab with 70+ members.
Listed here is a subset of students and postdocs who have published a paper with me in a



refereed venue.
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Bhardwaj, Gaurav, PhD

Fernandez Velasco, D. Alejandro, PhD

Greisen Per, PhD

Park, Keunwan, PhD

Xu, Chunfu, PhD
POSSU HUANG.March.2018



