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1.  Sun, H., Kahnert, K., Hansen, J. N., Leineweber, W., Li, M., Feng, W, ... & Lundberg, E.x (2026). Generative
machine learning unlocks the first proteome-wide image of human cells. (submitted to Science) bioRxiv.
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1. Sun, H., & Murphy, R. F.x (2020). An improved matrix completion algorithm for categorical variables:
application to active learning of drug responses. In /CML 2020 Workshop on Real World Experiment
Design and Active Learning.
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1.  Sun, H., & Murphy, R. F. (2024). Learning Morphological, Spatial, and Dynamic Models of Cellular
Components. In /maging Cell Signaling (pp. 231-244). New York, NY: Springer US.

. FREEESSUCEH

Generative Modeling of proteome-wide image of human cells with ProtiCelli.
Stanford HAI Hoffman- Yee Virtual Cell Modeling Project Lunch Talk, Apr 2026 (Stanford, US) and Biohub
SF Inter-lab Confab, May 2026 (San Francisco, US).

Student talk: Image-based generative modeling of spatial patterns of protein expression.
The 22nd edition: Frontiers of Biophysics, Jul 2025 (Erice, Italy).
In silico labeling of multiplexed imaging.



Spatial Omics and Al: Bridging Discovery and Translational Medicine, Mar 2025 (Lisbon, Portugal).
e Common cell type annotation in highly multiplexed tissue imaging atlas.

Spatial Biology Summit, Sep 2024 (Stanford, US).
e Data-driven Optimization of Biomarker panels in Highly Multiplexed Imaging.

The OBl Multiplex Image Analysis 2023 workshop, Oct 2023 (San Diego, US).

CellOrganizer: Learning Morphological, Spatial, and Dynamic Models for Cellular and Subcellular
Component.

BIRS Workshop on Mathematical Methodss for Exploring and Analyzing Morphological Shapes across
Biological Scales, Sep 2023 (Banff, Canada).

e Active Machine Learning for Biological Discovery.

European Society of Medicine General Assembly, July 2022 (virtual).
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Bioinformatics. Cell Reports Methods. ICLR 2024 & 2025 Workshop. Cell Systems. Journal of Scientific
Computing.



