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Research development of biological data Standardization

CAO Lichao, CHEN Fengzhen, YAN Zhixiang
( BGI-Shenzhen, Shenzhen 518083, China)

Abstract; Vast amounts of biological data have been accumulated with the rapid development of bio-sequencing
technology. Meanwhile, biological data resources are essential for biological research and application, the
standardization of biological is very important and urgent in terms of ensuring data accuracy, availability and security.
This paper reviews the research progress of biological data standards. At present, there are still many unsolved
problems , such as incompatibility of relevant biological data semantic, varied data formats and uniform standards in
biological data collection, processing, storage and sharing and so on. Although the standardization of biological data is
at the beginning stage, relevant experts are trying to draft the standardization sheme. Finally, this paper discusses
some topics in the future such as the terms of biological data, the collection, processing, exchange and storage of
biological data resources, the construction of biological databases, the ethics of biological data. We hope it will
provide a guide for the research of biological data standardization.
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