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Type: Tool

Proper Citation

Filtlong (RRID:SCR_024020)

Resource Information

URL: https://github.com/rrwick/Filtlong

Proper Citation: Filtlong (RRID:SCR_024020)

Description: Software tool for filtering long reads by quality.Can take set of long reads
and produce smaller, better subset. Uses both read length and read identity when
choosing which reads pass the filter.

Synonyms: filtlong

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

Keywords: filtering long reads by quality, read length, read identity, filtering reads,

Availability: Free, Available for download, Freely available

Resource Name: Filtlong

Resource ID: SCR_024020

Alternate URLs: https://sources.debian.org/src/filtlong/

License: GPL-3.0 license

Record Creation Time: 20230824T050211+0000

Record Last Update: 20260808T190251+0000

Ratings and Alerts

No rating or validation information has been found for Filtlong.

No alerts have been found for Filtlong.

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_024020/resolver
https://github.com/rrwick/Filtlong


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 474 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Kawabata Y, et al. (2026) Antimicrobial susceptibility of Escherichia coli isolated from wild
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medical science, 88(4), 642.
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Tomita K, et al. (2026) Complete genome sequence of Fundidesulfovibrio sp. strain YSD1,
an electroactive bacterium isolated from estuarine sediment. Microbiology resource
announcements, 15(2), e0119325.

Loo EPI, et al. (2026) Removal of Transgenes and Evaluation of Yield Penalties in
Genome Edited Bacterial Blight Resistant Rice Varieties. Plant biotechnology journal,
24(2), 939.

Bargheet A, et al. (2026) Metabolic reprogramming of the infant gut by bifidobacteria-
based probiotics drives exclusion of antibiotic-resistant pathobionts. Cell reports.
Medicine, 7(5), 102752.

Doi Y, et al. (2026) Draft genome sequence of Labrys sp. strain Lb11, an ?-glucose-
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e0009926.
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Wang B, et al. (2026) Global genomic diversity of the selfing nematode Caenorhabditis
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baumannii: IS26 action and homologous recombination both contribute. Microbiology
spectrum, 14(6), e0038926.
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Isolated from the Rhizosphere of Hedysarum zundukii. International journal of molecular
sciences, 27(9).

Mancini A, et al. (2026) Genomic and functional analysis of stress-responsive prophages
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