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Figure 1 The organizational structure and advantages of blood biobank
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The living blood cells biobank supports atlas of blood cells
project and blood ecosystem research

MA ShiHui"’, XIE XiaoWei”, MA YiGe”, HAN XingXing'”, HAO Sha'” & CHENG Tao'”

1 State Key Laboratory of Experimental Hematology, National Clinical Research Center for Blood Diseases, Haihe Laboratory of Cell Ecosystem,
Institute of Hematology & Blood Diseases Hospital, Chinese Academy of Medical Sciences & Peking Union Medical College, Tianjin 300020, China;
2 Tianjin Institutes of Health Science, Tianjin 301600, China

Compared with traditional biobanks, the living biobank provides better support for “blood ecosystem” research. By standardized
construction of the blood cell living biobank, a “data+sample+X” integrated management model was formed to provide support for
the “atlas of blood cells” project, taking the lead in characterizing a complete set of molecular fingerprints of hematopoietic cells at
the single-cell level, and establishing a refined blood single-cell data sharing platform, which provided valuable research resources
and public analysis tools for research on blood physiology and related diseases, and new strategies for precise diagnosis and
treatment.

living biobanks, blood cells, atlas of blood cells, blood ecosystem
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