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Scope

Sequence Read Archive (SRA) is the NCBI database which stores sequence data obtained
from next generation sequence (NGS) technology. Through this database, the metadata for
those sequences can be queried to locate the sequence dataset for subsequent download

and further analysis. Specifically, SRA:

[ ]
e Shares NGS data with EMBL and DDBJ;

[ ]

[ ]

the dataset’s privacy and usage mandates.

Data access

Metadata from SRA can be queried from Entrez SRA page and the SRA project list plus se-
guence data can be browsed, searched and downloaded from its homepage at
http://www.ncbi.nlm.nih.gov/sra/ and http://www.ncbi.nlm.nih.gov/Traces/sra/, respectively.

Archives of raw oversampling NGS data for various genomes from several platforms;

Serves as a starting point for “secondary analysis”;
Provides access to data from human clinical samples to authorized users who agree to
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Collection of sequence data from next-generation sequencing technology for different organisms
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For sequence-based search against certain subsets of SRA reads (long reads from 454 plat-
form) using BLAST, a link is listed under the “Specialized BLAST” section in the BLAST homepage:

http://blast.ncbi.nlm.nih.gov/ .
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The Sequence Read Archive (SRA) stores raw sequencing data from the
next generation of sequencing platforms including Roche 454 GS System@,

llumina Genome Analyzer®, Applied Biosystems SOLID® System, Helicos
Heliscope®, Complete Genomics®, and Pacific Biosciences SMRT®.

Using SRA Tools Other Resources
Handbook BLAST : SRA Home
|_Download SRARY SRA Advanced Search S

Querying SRA metadata

Querying SRA metadata can be performed
through the Entrez SRA page by entering de-
sired terms and clicking the “Search” button
(A). Complex query can be constructed using
functions provided by Advanced (B) page,
where indexed field and available values can
be examined using the pull-down list (C) and
the “Show Index” link (D). A selected term can
be added to the search box using “Add to
Search Box” button (E). An example set of que-
ry terms thus constructed in in the search box.
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("sra pukbmed" [Filter]] AND "biomol rna" [Broperties]
L]
LClear |
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[AND 7] [Add i Search Box
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Search Builder

I Properties (—'-'l
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biomol genomic (83 Yoo~
biamol metagenomic (2422)
biomaol non genomic (5470)
biomol other (4407]
:biomol ma (4721

Show Index

Fre n{n
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biomol synthetic (65)
biomol transcript (10023)

Close Index List

Search Builder Instructions
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Metadata result page

Initial search result is displayed in summary format (A). Clicking a title opens the record (B) to provide more details on
the experiment. In the detailed display, the summary of the experiment is given at the top (C), followed by data down-
loading links (D) and links to details of individual runs in SRA browsers through the SRR accessions (E). Entries in other

DEDEY SEMmqs. =] SUMmary A semo Ty databases related to this experiment,
Results: 3 such as the publication (PubMed) de-
[ Epigenetics of house mouse  @s=s=sss P - §|gﬂ|bl?gdtri eXpetr_lmgnt atrle tgl\F/en in the
1. 2 ILLUMINA (lllumina Genome AnalyZer) runs: 11.8W Spotsg 426.1M bases, 494 9ME down|oads elated Information™ portie ( )
Accession: SRXO02662 % Ll R -
) ) Display Settings: (%) Full Send to: =
[T Epigenetics of house n Accession: SRX002642 Related information . 2
2. 3 ILLUMINA (lllumina Gend | Experiment design: n/a BioSample M
Accession: SRX002661 grhmissiun: SR.A[JDSHO by GEO i ) . GEO DataSets .
udy summary: ChiP-seq Accurately Predicts Tissue-Specific Activity of Enhancers (SRP000G00) » .
i i Study » All experiments (more. ) PubMed :
I" Epigenetics of ITIOLISE n Sample: source: Mouse embryonic day 11.5 (e11.5) midbrain; description: Tissue pooled from ~150 F =
3. 2 ILLUMINA (lllumina Gend | embryes Chrematin IP against p300 (SRS002167) (more. Taxonomy .
Accession: SRX0026860 Library: Midbrain_p300_ChIP-seq (more_) .
Platform: lllumina (more... M
Processing: . . -
Base calls Base Space, Recent activity =
Quality score: , 0x0.0ED Tum Off g Clear
Spot d“::::: Q_ SRA Links for PubMed (Select 19212485) (3)
1 m SRA
Total: 2 runs. 11.6M spots. 426.1M bases D See fhore. .
Dowrload reads for this experiment in sra (494.8M) or sra-lite (494 8M) formats O .
# Run #of Spots  # of Bases .
1. SRR013594 3,709,655 141M -
1 2. SRR013595 7,921,562 285.2M .
Getting the sequence data via links :
Often interests of a specific set of G I .
SRA data is prompted by a DUb- Pubmed,gﬂy | PubMed =] |pubmed_sraffilter] AND nature[jour] AND "Chip-seq"[title] | E
lished paper. Entrez indexing Hgm'l‘:gi’l':'um’zf“;m‘i“ [ RSS Savesearch Limits Advanced Hel®
makes this a relat.ively straight for- |50 seings & Avsract H Send to. nature | FrREER w;.\nuw..q
ward process. A filter term Nature, 2009 Feb 12,457(7231):854-5. EPehescuey
“pubmed_sra(filter]” (G) retrieves ChiP-seq accurately predicts tissue-specific activity of enhancers. Section removed for cldrity
PUbMed record Wlth ||nk tO SRA Visel A, Blow MJ, Li Z, Zhang T, Akivama JA, Holt A, Plajzer-Frick |, Shoukry M, Wright C, Chen F, Afzal V, -
' Ren B, Rubin EM, Pennacchio LA, ) ) =
Such as thls Ch | P_Seq paper dis_ Genomics Division, MS 84-171, L. Berkeley Mational Laboratory, Berkeley, California 94?2[}: USA. :;:::ii:;:;;natlon E
H Abstract "
played n AbStraCt_format (H) : A major yet unresolved quest in decoding the human genome is the identification of the regulatory GEO DataSets .
C||Ck|ng '[he SRA ||nk (|) under the sequences that control the spatial and temporal expression of genes. Distant-acting transcriptional Gene "
“ . » . enhancers are particularly challenging to uncover because they are scattered among the vast non-coding :
Related Information” retrieves all portion of the genome. Evolutionary sequence constraint can facilitate the discovery of enhancers, but fails | Gene (OMIM) .
H to predict when and where they are active in vivo. Here we present the results of chromatin -
the relevant SRA eXperlmentS un- immunoprecipitation with the enhancer-associated protein p300 followed by massively parallel sequencing, HomoloGene :

1 1 < and map several thousand in vivo binding sites of p300 in mouse embrycnic forebrain, midbrain and limb Muclectide (RefSeq) n
der thIS rep_ortEd prOjeCt and dlS tissue. We tested 86 of these sequences in a transgenic mouse assay, which in nearly all cases Nucleotide (Weighted) :
p|ays them in Summary format as demonstrated reproducible enhancer activity in the fissues that were predicted by p300 binding. Our results a =

indicate that in vivo mapping of p300 binding is a highly accurate means for identifying enhancers and their | OMIM (calculated) .
shown above (A) associated activities, and suggest that such data sets will be useful to study the role of tissue-specific i i
enhancers in human biology and disease on a genome-wide scale. OMIM (cited) o

L. i PMID: 19212405 [PubMed - indexed for MEDLINE] PMCID: PMC2745234  Free PMC Article Protein (RefSeq) .
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tionality to allow the examination of ' ' UniGene
H H GEQ Profil
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using easy to recognized tabs. |(+) LinkOut - more resources
SRA-specific documents and soft-

ware toolkit are also available un- D SEC]'HEHCE RE‘ﬂ'd ArChﬁHE.//www.ncbi.nIm.nih.gov/Traces/sra/
der the "Documentation” and | IZELN

“Software” tabs, respectively. ) D
Detailed SRA help document is in Studies Samples Analyses RMTUNGIVET @ Provisional SRA

the NCBI Bookshelf at
http://www.ncbi.nlm.nih.gov/books/NBK47528/. Comments and feedback should be sent to: sra@ncbi.nim.nih.gov
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