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SUMMARY Computational immuno-engineer  
 
EXPERIENCE Co-founder & CSO, Distributed Bio, San Francisco, CA (2012-current) 

• Designed AbGenesis Repertoire algorithms & analytical platform  
• Architected and led the development of SuperHuman libraries 
• Created Tumbler affinity maturation technology  
• Created mass humanization technology 
• Created universal vaccine technology and led development 

 
Principal Scientist. Pfizer Inc. South San Francisco, CA   (2008-2012) 
• Developed methods for BCR and TCR repertoire characterization 
• Developed & published methods for antibody library optimization 
• Developed & patented methods for IP protection with NGS sequencing 
• Founded “antibody.pfizer.com” used daily by hundreds of Pfizer researchers 
• Received 2010 Pfizer achievement award 

 
Programmer Analyst. Sjolander Laboratory, UC Berkeley, CA  (2005-2007) 
• Developed PhyloFacts genome family clustering workflow in Perl/Python 
• Developed & published phylogenomic analysis workflow resource 

 
Laboratory Assistant. Thomson Laboratory, UC Berkeley, CA  (2000-2002) 
• Authored HLA population genetics drift simulator in C 
• Presented equivalency metrics between HLA typing assays 

 
EDUCATION Computational and Systems Immunology PhD 

Stanford School of Medicine, Stanford University 
  Stanford University, 06/02/2017 
  Co-advised by Mark Davis and Scott Boyd 

 2015 Gates Grant Awardee - Computational and Systems Immunology 
2016 Gates Grant Awardee - Computational and Systems Immunology 

 
  MCB - Genetics, Genomics, and Development BA 

University of California at Berkeley, Spring 2006 
  Co-advised by Glenys Thomson and Kimmen Sjolander 

Gompertz Fellow 
 
 
INSTRUCTION  
 

Stanford Immuno 206a “Computational and Systems Immunology” 
  Guest Iecturer, Spring 2017 
 
  Stanford Immuno 209 “Translational Immunology” 
  Guest lecturer, Winter 2016 
 

Stanford Immuno 206a “Computational and Systems Immunology” 
  Guest lecturer, Spring 2015 
 

Stanford Immuno 206a “Computational and Systems Immunology” 



 

 

  Instructor, Spring 2014 
 

Stanford Immuno 310 “Applied Computational Immunology” 
  Instructor & class founder, Fall 2013 
 
  Stanford Immuno 202 “Advanced Immunology II” 
  Guest lecturer, Winter 2014, 2015, 2016 
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EXPOSITION 2018 Keynote Speaker: Gordon GRS/GRC Antibody Biology and Engineering 
  2018 Speaker: Annual World Protein & Peptide Conference 

 
2017 Speaker: International Conference of Immunology 2017 
2017 Speaker: 2nd World Congress of Biosimilars 

  2017 Speaker: Roche Symposium 
  2017 Speaker: LakePharma Protein Symposium 
  2017 Speaker: Bioprocess International West 

2017 Speaker: Stanford Computational and Systems Immunology 
2017 Speaker: Antibody and Protein Therapeutics Summit 
2017 Speaker: PEGS 

  2017 Speaker: Gates Grand Challenges 
 

2016 Speaker: EBI EMBL Workshop 
2016 Speaker: IBC (2 talks) 
2016 Speaker: PEGS 
2016 Speaker: Gates Grand Challenges 
2016 Speaker: Cuba Immunotherapy 
2016 Speaker: NIH CTOT 
2016 Speaker: Stanford U19-Gates Grand Challenges review 
2016 Speaker: Translational Immunology 209, Stanford University 
2016 Speaker: Advanced Immunology 201, Stanford University 
2016 Speaker: Mount Sinai Seminar Speaker 
2016 Speaker: Amgen Seminar Speaker 
 



 

 

2015 Speaker: IBC 
2015 Speaker: PEGS Europe 
2015 Speaker: Alexion Antibody Day 
2015 Speaker: LakePharma Antibody Engineering Symposium 
2015 Speaker: Protein Engineering Summit, Europe (PEGS) (2 talks) 
2015 Speaker: 3rd Annual Protein Engineering Symposium 
2015 Speaker: Genentech Seminar Speaker 
2015 Speaker: Protein Engineering Summit (PEGS) 
2015 Speaker: OATV – Machine Learning Meets DNA 
2015 Speaker: PepTalk Antibody Engineering 
 
2014 Speaker: IBC 
2014 Speaker: IRMACS 
2014 Speaker: Harvard Ragon Institute Seminar Speaker 
2014 Speaker: Stanford Immunology Retreat 
2014 Speaker: Next Generation Protein Therapeutics IBC 
2014 Speaker: Protein Engineering Summit (PEGS) 
2014 Speaker: Gordon Antibody Biology and Engineering 
 
2013 Speaker: Protein Engineering Summit (PEGS) 
2013 Speaker: Stanford Immunology Asilomar Retreat 
2013 Speaker: Molecular Medicine Tri-CON 
2013 Speaker: Molecular Medicine Tri-CON Short course 
 
2012 Speaker: Antibody Engineering/Antibody Therapeutics IBC 

  2012 Speaker: Stanford Photonics Research Center Symposium 
  2012 Speaker: Next Generation Sequencing Conference, Prague 
  2012 Speaker: Drug Discovery and Development Leaders Summit 
  2012 Speaker: Antibody Design and Discovery Conference 
  2012 Speaker: Protein Engineering Summit (PEGS) 
  2012 Speaker: CHI Tri-Medical Conference 
 
  2011 Speaker: Copenhagenomics 
  2011 Speaker: 4th Protein Therapeutic Discovery Conference 
  2011 Speaker: CHI Tri-Medical Conference 
 
  2010 Speaker: 20th World Molecular Engineering Network 
  2010 Speaker: X-Gen Congress 
  2010 Speaker: CHI TRI-Medical Conference 
 
  2006 Speaker: California Metagenomics workshop 
 
  

   


