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Table 1 An overview of basic information on NGDC’s fundamental multi-omics databases (as of June 30, 2023)
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Figure 1 Volume of data deposited and released in the NGDC fundamental multi-omics databases (as of June 30, 2023). A: Volume of data deposited
and released by BioProject; B: volume of data deposited and released by BioSample; C: volume of data deposited and released by GSA Family; D:

volume of data deposited and released by GWH
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Current status and prospect of the National Genomics Data Center

CHEN MeiLi', WANG YanQing', LI RuJiao'?, MA YingKe', ZHANG SiSi', ZHANG Xin',
SONG ShuHui'?, XIAO JingFa'”, ZHAO WenMing’, ZHANG Zhang"” & BAO YiMing'”’

1 National Genomics Data Center, Beijing Institute of Genomics, Chinese Academy of Sciences/China National Center for Bioinformation,
Beijing 100101, China;
2 University of Chinese Academy of Sciences, Beijing 100049, China

Since its foundation in 2019, the National Genomics Data Center (NGDC) has played a pivotal role in addressing China’s strategic
goals related to population health and sustainable social development. Over time, NGDC has preliminarily established a suite of
systems designed for the submission, deposition, management and sharing of multi-omics data. These systems encompass
fundamental omics data repositories, national human genetics repositories, strategically significant organisms and biosecurity
databases resources. Additionally, NGDC has incorporated a range of bioinformatics analysis tools and platforms into its
infrastructure. These resources collectively serve as valuable references for research areas such as population health, public health
security, breeding improvement, biodiversity conservation and related fields. Up to date, NGDC has successfully archived an
impressive 27.6 PB of omics data. The Data made accessible through NGDC garnered recognition and endorsement from prominent
international publishers, including Springer Nature, Elsevier, Wiley, and Taylor & Francis. Moreover, NGDC has consistently been
recognized as one of the major global data centers by Nucleic Acids Research for six consecutive years. However, NGDC
acknowledges the need for further improvement to reach the level of world-class data centers. In the future, NGDC will prioritize the
development of intelligent and automated data curation systems, data fusion and retrieval capabilities, and the establishment of cloud
platform tailored for biological big data. Advanced algorithms will also be a key focus of NGDC’s technological advancements.
Simultaneously, NGDC is committed to enhancing its efforts in grant applications, talent development and international
collaborations. These endeavors collectively contribute to NGDC’s aspiration to become a world-leading genomics data center,
supporting the innovative advancements in life and health sciences in China, driven by self-reliance and continuous self-
improvement.

genome, bioinformatics, big data, multi-omics, human genetic resources, repository management, National
Genomics Data Center, China National Center for Bioinformation
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