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Abstract

The NCBI Short Read Archive (SRA), a new primary data archive resource i, [ace

The Short Read Archive (SRA) at the National Center for Biotechnology Information (NCBI)
accepts deposits of sequencing data from the next generation of genome sequencing platforms.
This new resource stores primary sequence, quality, and intensity data from experiments. A
new data model separates notions of study, experiment, sample, and run data such that these
elements can be flexibly reused. The SRA meets research needs by providing a public home
for massive datasets, providing permanent accessions for sequencing projects, allowing
iInvestigators to query studies based on a rich set of index terms, and by providing users with
links to downstream analyses and outside resources. A hold-until-publish feature allows a
submitter to obtain an accession for their dataset but mask its publication until after the
submitter releases it. Tag-value attribute pairs and linkout objects are used to capture much of
the ancillary data that submitters might wish to provide along with their samples and
experiments. These can be as rich or as lean as desired. A new method of encoding reads
provides for flexible representation of creative sequencing chemistries.
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Figure 1: Tracking page shows deposits by study and makes data available in its original form.
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Table 1 — The SRA obtains an

additional 2 — 4X compression on

submission data that is already

binary

compressed.

Platform | Original Submission | Pre-SRA | Post-SRA
Form

Solexa Texttab files | tar, gzip 100 23-25

454 sff sff 100 43-46
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O Solexa 1G
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