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Figure 1: Deposits in the SRA as of 31 Jan 2009. (A) lists 169 human genomes sequenced to 1X or A global name space ensures that accessions generated by the This research was supported by the Intramural Research Program of the NIH,
greater. Most of these were generated by the 1000 Genomes Project. (B) shows the growth in tera Figure 2: A user finds an article of interest in PubMed. The user follows the SRA link (A), obtains a list of experiments run for the individual archives are recognized by the collaborating archives. National Library of Medicine.

bases of deposited sequence. (C, D) show the breakdown of sequencing by study type and taxonomy. study (B), expands the detail of one such experiment (C), and downloads the data in fastqg format (D). Visit the NCBI Short Read Archive at http://www.ncbi.nim.nih.gov/Traces/sra/sra.cgi?



