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Backgrounds and motivations
The data structure of SRA Statistics
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SRA010353
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SRX016866

Experiment
SRS010549
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Run

SRR036393

SRX016903
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SRS010533

Sample
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Run
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The next-generation sequencing (NGS) data is 

archived in SRA, ENA, and DRA as public 

repositories. The doposited NGS data contains 

not only sequence read sequences but also 

conditions of experiments including project 

title, species or cell line names of samples, and 

sequencing platforms as a meta data. The 

meta data consists of six files with XML 

format: submission, study, experiment, run, 

sample, and analysis.

However, each submission has not all of those 

meta data because additional experiments or 

runs to be assigned to a previous project are 

often performed and reposited as a new 

submission. 

Results and Discussions http://sra.dbcls.jp/
SRAs: the survey of read archives
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Study Types
Whole Genome Sequencing

Transcriptome Analysis

Metagenomics

Epigenetics

Resequencing

Other

RNASeq

Population Genomics

Gene Regulation Study

Cancer Genomics

Exome Sequencing

Pooled Clone Sequencing

Synthetic Genomics

Forensic or Paleo-genomics

Total (studies) 7825

Platforms
 Illumina Genome Analyzer II

454 GS FLX Titanium

454 GS FLX

Illumina Genome Analyzer

Illumina HiSeq 2000

454 GS 20

Illumina Genome Analyzer IIx

AB SOLiD System 3.0

unspecified
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454 GS
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Illumina HiSeq 1000

454 GS Junior
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- The next-generation sequencing (NGS) data archived in short read archive (SRA) contains not only short read sequences
  but also the conditions of experiments as a meta data.
- We categorized NGS data by study types, sequencer platforms, and sample species.
  We developed a web service the Surver of Read Archives (SRAs) as a yellow page, and provides statistics
  such  as the number of projects.

- We constructed a publication list that refers NGS data, and developed a web service called Kusarinoko
  that shows integrated metadata and information extracted from articles and SRA.


