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Advances in multi-omics big data sharing platform research

LING Yun-Chao', CAO Rui-Fang', LI Yi-Xue'**, ZHANG Guo-QingM<
(1 Bio-Med Big Data Center, Shanghai Institute of Nutrition and Health, Chinese Academy of Sciences,
Shanghai 200031, China; 2 Guangzhou Laboratory, Guangzhou 510005, China)

Abstract: High-throughput sequencing technologies have spurred a data-driven shift in biomedical research,

producing vast quantities of multi-omics data that offer a comprehensive understanding of biological systems. The

sheer volume and diversity of this data, along with the need for data sharing, call for standardized, scalable omics

platforms. In this review, we first highlight key multi-omics platforms and their distinct features. Then, we explore

methods for integrating and securely sharing multi-omics data using National Omics Data Encyclopedia (NODE), a

multi-omics data repository. Lastly, we delve into the future prospects of multi-omics platforms.
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