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EDUCATION Ph.D. Biophysics
Stanford University
Ron Dror Lab
Thesis: Methods development for computational simulation of protein-ligand binding

B.S. Bioinformatics
University of California San Diego
Minor in Mathematics

SOFTWARE
EXPERIENCE

I have over 20 years of experience programming and enjoy both using and developing
tools and libraries for scientific computing.

Tools I know well:
• Languages: C, C++, CUDA, Python, Perl, Bash, FORTRAN, MPI, OpenMP,

Java, mySQL, LATEX
• Libraries: PyTorch, numpy, pandas, rdkit, ray, netCDF, Qt, AWS, Spa
• Software: AMBER, Schrodinger Maestro, Gaussian, OpenMM, GAMESS, ADF,

many others.

Open source contributions:
• Dabble - Constructs molecular dynamics systems with a lipid bilayer.

dabble.robinbetz.com
• redun - Contributed to workflow engine development while at insitro.

github.com/insitro/redun
• vmd-python - Python backend for popular molecular dynamics analysis package.

200k+ downloads.
vmd.robinbetz.com

WORK
EXPERIENCE

Staff Engineer 2019 - 2025
Insitro
South San Francisco, CA

As a member of the Scientific Pipelines team, I collaborated with both lab scientists
and machine learning researchers to solve scientific and technical problems and build
supporting infrastructure. I worked with many data modalities including microscopy,
small molecule, and genomic datasets.

Selected accomplishments:
• Wrote enumeration engine for DNA-encoded libraries that scales to libraries of

10B+ molecules.
• Wrote optimized CUDA kernels for experimental transformer architectures.
• Reduced runtime of image tiling pipeline from weeks to hours.
• Grew software infrastructure from 20 to 200+ employees.
• Conducted over 100 technical interviews.
• Mentored a summer intern who was later hired as a full-time employee.



Consultant 2018 - 2019
Various companies

I consulted for several startups on molecular dynamics simulation setup and analysis,
including parametrizing small molecules for simulation. I also built infrastructure and
tooling on AWS as needed.
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AWARDS NVIDIA Fellow 2017
NSF Graduate Research Fellow 2014
DOE Computational Science Graduate Fellow 2014 (declined)
Best Paper & Best Presentation, IEEE SE-CSE 2013
Amgen Scholar 2013
Calit2 Undergraduate Fellow 2011

TEACHING Physical Biology of the Cell Teaching Assistant 2016
Biophysics NSF GRF Application Workshops 2015
Cell Biology Teaching Assistant 2014
Bioinformatics Algorithms Coursera Community Teaching Assistant 2013
Metabolic Biochemistry Teaching Assistant 2013
Molecular Biology Teaching Assistant 2012


