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SUMMARY & ¢ PhD in Applied Mathematics & Statistics (Computational Biology Track) | 2 yrs post-

SKILLS doc + 2 yrs biotech startup + 3 yrs wet-lab (synthetic barcoding-based in vivo lineage trac-
ing, molecular biology) e Skills: Bayesian optimization, algorithms, machine learning (deep
generative model), bioinformatics, data analysis & visualization, Python (NumPy, Matplotlib,
pandas, tkinter, Flet), MATLAB, SQL, Git e Strong analytical thinker; detail-oriented, or-
ganized, and goal-driven.

INDUSTRIAL & Online Al Training with Certificates 9/2025-current
ACADEMIC Artificial Intelligence Professional Program, Stanford
EXPERIENCE e Deep Generative Models (XC5236): Certificate

Computational Biology Staff Scientist 11/2023-8/2025

BacStitch DNA, South San Francisco, CA

¢ Developed an automated end-to-end DNA assembly workflow (Python, web/GUI) that
scores sequences, designs optimal overlapping blocks, checks synthesizability via sup-
plier APls, and generates automated high-throughput experimental plans.

¢ Built a Python tool for optimal DNA block design that segments sequences into overlap-
ping blocks with minimal structural features in overlaps, under customizable constraints
on block count, block/overlap length, and specific regions forced as blocks/overlaps.

e Created Python visualization tools to (i) plot BLAST results and structural scores (Example),
(ii) generate .ab1 files encoding structural scores as ATGC traces at single-nucleotide res-
olution, and (iii) produce publication-quality figures for publications and internal use.

Postdoctoral Research Fellow 4/2021-10/2023
Sherlock Lab at Department of Genetics, Stanford University, CA

e Developed a Bayesian optimization algorithm and Python pipeline (FitMut2) to identify
genome-wide adaptive lineages from fitness phenotypes (without WGS) in experimental
evolution and estimate mutation fitness effects and occurrence times.

e Developed an optimization algorithm to segment DNA sequences into overlapping frag-
ments that minimize overlap-region scores (e.g., undesirable DNA structural features)
under fixed or ranged constraints on fragment count and fragment/overlap length.

Artificial Intelligence Fellow 9/2019-10/2019

Insight Data Science, San Francisco, CA

e Developed a deep learning pipeline for portrait editing (a 6-week project), providing
continuous adjustment of facial features.

Graduate Researcher 8/2014-12/2020
Laufer Center for Physical and Quantitative Biology, Stony Brook University, NY

e Developed a fitness estimation tool (Fit-Seq) that can estimate unbiased fitness for com-
plex cell pools, using a maximum likelihood algorithm.


mailto:fangfeili0525@gmail.com
https://fangfeili05.github.io/
https://github.com/FangfeiLi05/
https://www.linkedin.com/in/fangfeili/
https://digitalcredential.stanford.edu/check/6E5C7A86B7D9CF298B31FC2642F6C6894050A0D01655BE0634C96C653932E059SFV6V3hwSU5RVDJJcmJoTjlLK0IvRkliajNocU9iM3VMMVBhZGdCTmR6VTJHWVQ2
https://drive.google.com/file/d/1vu1U0ftzb3VEy1Bj5_DYipjRHmhP1yCr/view?usp=sharing
https://github.com/FangfeiLi05/FitMut2
https://github.com/sashaflevy/Fit-Seq

EDUCATION

PRESENTATIONS

PUBLICATIONS

e Designed and conducted in vivo bar-seq experimental yeast evolution (yeast genetics,
cloning, barcoded library construction, lineage-traced evolution, and NGS prep). Per-
formed computational analysis (NGS processing, mathematical modeling for inferring
evolutionary parameters from lineage dynamics, and evolutionary simulations for vali-
dation) to explore the epistasis of adaptive mutations in yeast evolution.

PhD, Applied Mathematics and Statistics (Computational Biology)———— 8/2013-12/2020
Stony Brook University, Stony Brook, NY

MS, Systems Theory 9/2010-7/2013
University of Chinese Academy of Sciences, Beijing, China
BS, Mathematics and Applied Mathematics 9/2006-7/2010

Beijing Normal University, Beijing, China

Plenary Talk: Fitness Estimation of Pooled Amplicon Sequencing Studies—————— 8/2018
2018 Yeast Genetics Meeting, Stanford CA, 8/22/2018-8/26/2018
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