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GSA-Human: Genome Sequence Archive for Human
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Abstract: The Genome Sequence Archive for Human (GSA-Human) is a data repository specialized for human genetic
related data derived from biomedical researches, and also supports the data collection and management of National Key
Research and Development Projects. GSA-Human has a data security management strategy according to the national
regulations of human genetic resources. It provides two different models of data access: Open-access and Controlled-access.
Open-access data are universally and freely accessible for global researchers, while Controlled-access ensures that data are
accessed only by authorized users with the permission of the Data Access Committee (DAC). Till July 2021, GSA-Human
has housed more than 5.27 PB of data from 750 datasets.
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Fig. 2 Statistics of data submissions of GSA-Human
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