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The next-generation sequencing (NGS) data is

archived in public databases, SRA, and the

data is collaborately maintained by DDBJ, EBI,
and NCBI. In Japan, Database Center for Life

Science (DBCLS) has developed infrastructure

for researchers to access and re-use these data

easily by providing index and stats pages and

constructing a portal site for life science

databases and tools in collaboration with

DDBJ.
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Recently, some NGS run data is not reposited
to SRA but GEO and GenBank. Moreover,
project and sample information is captured in
external other databases: BioProject and
BioSample. This complexity of data structure
prevents researchers from retrieving the NGS

data of interests.
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NCBI to discontinue Sequence Read Archive and Peptidome (11/2/16)
Status of the NCBI Sequence Read Archive (SRA) (11/10/12)
RNA-Seq, ChIP-Seq, and epigenomic data that are submitted to GEO
Genomic and transcriptomic assemblies that are submitted to GenBank
165 rRNA data associated with metagenomics that are submitted to GenBank
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Sequence quality and metadata of

all public NGSeq data in Sequence Read Archive.
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