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Proper Citation

NCBI Sequence Read Archive (SRA) (RRID:SCR_004891)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/sra

Proper Citation: NCBI Sequence Read Archive (SRA) (RRID:SCR_004891)

Description: Repository of raw sequencing data from next generation of sequencing
platforms including including Roche 454 GS System, Illumina Genome Analyzer, Applied
Biosystems SOLID System, Helicos Heliscope, Complete Genomics, and Pacific
Biosciences SMRT. In addition to raw sequence data, SRA now stores alignment
information in form of read placements on reference sequence. Data submissions are
welcome. Archive of high throughput sequencing data,part of international partnership of
archives (INSDC) at NCBI, European Bioinformatics Institute and DNA Database of
Japan. Data submitted to any of this three organizations are shared among them.

Abbreviations: SRA
Synonyms: Sequence Read Archive, , SRA, NCBI SRA

Resource Type: data or information resource, data repository, database, service
resource, storage service resource

Defining Citation: PMID:22009675, PMID:21062823

Keywords: sequence, blast, next-generation sequence, alignment, read placement,
reference sequence, roche 454 gs system, illumina genome analyzer, applied biosystems
solid system, helicos heliscope, complete genomics, pacific biosciences smrt, high-
throughput sequencing, data analysis service, gold standard

Funding: NLM
Availability: Free, Available for download, Freely available
Resource Name: NCBI Sequence Read Archive (SRA)

Resource ID: SCR_004891



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_004891/resolver
http://www.ncbi.nlm.nih.gov/sra
https://pubmed.ncbi.nlm.nih.gov/22009675
https://pubmed.ncbi.nlm.nih.gov/21062823

Alternate IDs: OMICS_01031, nIx_86174, r3d100010775
Alternate URLSs: https://doi.org/10.17616/R31S69
Record Creation Time: 20220129T080227+0000

Record Last Update: 20260811T043226+0000

Ratings and Alerts

No rating or validation information has been found for NCBI Sequence Read Archive
(SRA).

No alerts have been found for NCBI Sequence Read Archive (SRA).

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 7247 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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loss-acquisition, and turnover-and their underlying causes. ISME communications, 6(1),
ycag046.

Zhang J, et al. (2026) Hypoxia synergizes cGAS-STING activation and AKT1
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Zhao J, et al. (2026) Lipid metabolic pathways and the roles of candidate transcription
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development in Carya illinoinensis. BMC plant biology, 26(1).
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BMC plant biology, 26(1).
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microbiology, 28(3), e70279.
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Three Sea Turtle Species under Rescue Center Conditions. Microbial ecology, 89(1).
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MAPK-mediated downregulation of NR4A1. Gut microbes, 18(1), 2659393.
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Transcriptomic Responses in Phytopathogenic Burkholderia spp. The plant pathology
journal, 42(3), 322.

YuY, et al. (2026) STAT1 itaconation prevents macrophage cytolistic mtDNA -induced
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