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EXPERIENCE

• Principal Scientist, Lila Sciences [�] 2022 - Now
Machine learning for protein and mRNA therapeutics design Boston, USA

• Senior Data Scientist, Novozymes A/S, Enzyme Research [�] 2019 - 2022
Generative model for enzyme engineering Copenhagen, Denmark

• Postdoc, National Institutes of Health (NIH) 2015 - 2018
Advisor: Robert Best [�] Bethesda, USA

EDUCATION

• PhD in Physics, Niels Bohr Institute, University of Copenhagen 2011 - 2014
Advisors: Kresten Lindorff-Larsen [�], Mogens Høgh Jensen [�] Copenhagen, Denmark

• Exchange PhD, Lund University Feb-May 2012
Advisor: Anders Irbäck Lund, Sweden

• MSc in Mechatronics Engineering, University of Southern Denmark 2008 - 2010
Profile: Mathematical Modeling Sønderborg, Denmark

• BSc in Applied Mathematics, Northwestern Polytechnical University 2004 - 2008
Profile: Information and Computing Science Xi’An City, China
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HONORS AND AWARDS

• Awarded a research grant as the Principal Investigator 2022
Innovation Fund Denmark, Denmark

• The Fellows Award for Research Excellence 2017
National Institutes of Health (NIH), USA

• The Fellows Award for Research Excellence 2016
National Institutes of Health (NIH), USA

PRESENTATIONS

• 10th International Conference on Bioinformatics and Computational Biology, Virtual. 2022
• Structural Bioinformatics Course, University of Copenhagen, Denmark. 2021
• Sorbonne Université, France. 2020
• The 62nd Biophysical Society Annual Meeting, San Francisco, USA. 2018
• Gordon Research Conference, Galveston, USA. 2018
• The 61st Biophysical Society Annual Meeting, New Orleans, USA. 2017
• Gordon Research Conference, Galveston, USA. 2016
• The 251st American Chemical Society National Meeting; Exposition, San Diego, USA. 2016
• The 59th Biophysical Society Annual Meeting, Baltimore, USA. 2015
• Barcelona BioMed Conference: Frontiers in dynamics simulations of biological molecules, Barcelona, Spain. 2013

OUTREACH

• Platform Co-chair, The 58th Biophysical Society Annual Meeting. San Francisco, USA. 2014
• Fellows Advisory Board, NIDDK, National Institute of Health(NIH). Bethesda, USA. 2015-2017
• Platform Moderator, The 12th Annual NIDDK Scientific Conference (NIH). Bethesda, USA. 2017
• Topic Editor, Journal Frontiers in Molecular Biosciences. 2021
• Mentor, Copenhagen Bioinformatics Hackathon, Denmark. 2021
• Career Mentor, Integrative Structural Biology Section, University of Copenhagen, Denmark. 2021

MENTORING

• PhD project Supervisor, Novozymes A/S, Denmark. Apr 2022 - Oct 2022
• Master Thesis Supervisor, Novozymes A/S, Denmark. Feb 2020 - Aug 2021
• Mentor, Community College Summer Enrichment Program, NIH, USA. Summer 2018
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