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A global view of standards for open image data .

formats and repositories
Imaging technologies are used throughout the life and biomedical sciences to understand mechanisms in biology 2018 068 0778 12T8 1378 ?i“' .‘"
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The Global Biodata Coalition (GBC) is a forum for research funders to better coordinate

and share approaches for the efficient management and growth of biodata resources

worldwide. The GBC aims to stabilize and ensure sustainable financial support for the

global biodata infrastructure and has identified a set of Global Core Biodata Resources

that are crucial for sustaining the broader biodata infrastructure.

Discover the benefits
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