Resource Summary Report

Generated by NIF on Aug 7, 2026

FLASH

RRID:SCR_005531
Type: Tool

Proper Citation

FLASH (RRID:SCR_005531)

Resource Information

URL.: http://ccb.jhu.edu/software/FLASH/

Proper Citation: FLASH (RRID:SCR_005531)

Description: Open source software tool to merge paired-end reads from next-generation
sequencing experiments. Designed to merge pairs of reads when original DNA fragments
are shorter than twice length of reads. Can improve genome assemblies and
transcriptome assembly by merging RNA-seq data.

Abbreviations: FLASh

Synonyms: Fast Length Adjustment of SHort reads, Fast Length Adjustment of Short
reads

Resource Type: sequence analysis software, software resource, data analysis software,
data processing software, software application

Defining Citation: PMID:21903629

Keywords: bio.tools

Funding: NLM R0O1 LM006845;
NIGMS R01 GM083873;
NHGRI R01 HG006677

Availability: Free, Available for download, Freely available
Resource Name: FLASH
Resource ID: SCR_005531

Alternate IDs: biotools:flash, OMICS_01047



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_005531/resolver
http://ccb.jhu.edu/software/FLASH/
https://pubmed.ncbi.nlm.nih.gov/21903629

Alternate URLSs: https://sourceforge.net/projects/flashpage/files/, https://bio.tools/flash,
https://sources.debian.org/src/flash/

Record Creation Time: 20220129T080230+0000

Record Last Update: 20260807T042627+0000

Ratings and Alerts

No rating or validation information has been found for FLASH.

No alerts have been found for FLASH.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 2461 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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Liu Y, et al. (2026) Microbial Differences in Rhizospheric and Ednophytic Microbiota in
Healthy Chinese Yam Roots and Those Affected by Yam End Black Disease. Biology,
15(4).
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of gut microbiota and metabolism in broilers. Applied and environmental microbiology,
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Wang X, et al. (2026) Longitudinal study of mammary microbiota dynamics and mastitis
prevention in Holstein cows by dry-off strategy. Frontiers in veterinary science, 13,
1751837.

Wei D, et al. (2026) The crayfish-rice coculture model contributes to regulating the soll
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and function. Advanced biotechnology, 4(2).
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Sui J, et al. (2026) Soil-Nutrient Depletion and Microbial Community Restructuring in
Continuous Celery Cropping: Opposing Responses of Bacteria and Fungi. Biology, 15(10).

Yuan Z, et al. (2026) Enoki mushroom residue-based biochar loaded with Bacillus
megaterium YZS-MO06 improves coastal sandy soil and promotes Ipomoea pes-caprae
growth. Bioresources and bioprocessing, 13(1).




