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Curriculum Vitae
Name Guangyuan(Frank) Li
Address 334 E 25th St, Apt 512, New York, NY, 10010
Email guangyuan.li@nyulangone.org
Blog https://frankligy.medium.com/
GitHub https://github.com/frankligy
LinkedIn https://www.linkedin.com/in/guangyuan-li-399617173/

Skill Sets
1. Deep Learning (Pytorch, Tensorflow, Keras) and probabilistic modeling
2. Single-Cell Multimodal analysis (scRNA-Seq, CITE-Seq, scATAC-Seq, TCR, Spatial)
3. Neoantigen pipeline, Immune Repertoire, Cancer Immunotherapy
4. Gene Regulatory Network, Splicing Regulatory Network [Poster]
5. Web development (HTML, CSS, JavaScript, Flask, Dash, MySQL). [Demo1, Demo2,

Code1, Code2]
6. Python, Linux, R, Matlab, C, Data Visualization. [Tutorials authored by me, Code]
7. Code Documentation [Example1, Example2]
8. Docker, Singularity [Example1, Example2]
9. Quick and continual Learner.

Education
08/2019 - 08/2023 PhD student, Division of Biomedical Informatics

Cincinnati Children’s Hospital Medical Center, United States

09/2018 - 04/2019 Exchange Student, Biodesign Institute
Arizona State University, United States

09/2015 - 06/2019 Bachelor of Science, Division of Life Science
Wuhan University, China

Working Experience
09/2023 - present Postdoctoral Researcher, New York University, New York, NY, United States

● Developing next generation peptide-centric CAR-T therapy (PC-CAR)

05/2022 - 08/2022 Bioinformatics Intern, Sanofi, Cambridge, MA, United States
● Evaluating spatial deconvolution methods on 10x Visium data to guide the

drug target selection and validation
● Developing standardized spatial analysis framework on AWS server to

support bench scientists analysis
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