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DBCLS SRA (DDBJ search) is a search engine for public NGS data. It provides a project list
ategorized by study types, sequencing platforms, and sample species.

https://github.com/dbcls/DDBJSearch/
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AOE (All Of gene Expression) is an index of public gene expression databases (EBI ArrayExpress +
NCBI Gene Expression Omnibus (GEO) + DDBJ Genomic Expression Archive (GEA)).

. https://aoe.dbcls.jp/en
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