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Protein Data Bank China: grounding in the present, focusing on the future

JI Wen-Xin', ZHANG Wei-Zhe', CHEN Zhao-Heng', MA Xiao-Dan', WU Bin', WANG Quan"**, XU Wen-Qing”*
(1 National Facility for Protein Science in Shanghai, Shanghai Advanced Research Institute, Chinese Academy of
Sciences, Shanghai 201210, China; 2 ShanghaiTech University, Shanghai 201210, China)

Abstract: Three-dimensional structures of biomacromolecules are crucial for understanding molecular mechanisms

of life and drug development, serving as a key foundation for biomedical applications. As the core global repository

for three-dimensional biomacromolecule structures, Protein Data Bank (PDB) has processed and validated over
230,000 entries by May 2025 since its establishment in 1971, with annual downloads exceeding 3 billion. In 2022,

Protein Data Bank China (PDB China) was admitted as an associate member of the Worldwide Protein Data Bank

(wwPDB). By the end of 2024, PDB China has achieved near-complete biocuration of all protein structures

determined in mainland China (about one-fifth of all structures deposited to wwPDB). Moving forward, PDB China

will focus on biocuration technologies, integrated data system developement, raw experimental data annotation, and

interdisciplinary collaboration to enhance its strategic role in driving scientific innovation and biomedical

development in the Artificial Intelligence (Al) era.
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