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Proper Citation

RagTag (RRID:SCR_027293)

Resource Information

URL: https://github.com/malonge/RagTag

Proper Citation: RagTag (RRID:SCR_027293)

Description: Collection of software tools for scaffolding and improving modern genome
assemblies. Reference-based scaffolder. Used for fast and flexible genome assembly
scaffolding and improvement.

Resource Type: software resource, software toolkit, source code

Defining Citation: PMID:36522651

Keywords: Reference-based scaffolder, genome assembly scaffolding, scaffolding,
genome assemblies,

Funding: European Research Council ;
Howard Hughes Medical Institutes ;
NIH Office of the Director S10OD028632;
NSF ;
Swiss National Science Foundation

Resource Name: RagTag

Resource ID: SCR_027293

License: MIT license

Record Creation Time: 20250811T213301+0000

Record Last Update: 20260829T183514+0000

Ratings and Alerts

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/SCR_027293/resolver
https://github.com/malonge/RagTag
https://pubmed.ncbi.nlm.nih.gov/36522651


No rating or validation information has been found for RagTag.

No alerts have been found for RagTag.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 91 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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in tropical oceans. Nature communications, 17(1).
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Kim S, et al. (2026) Chromosome-Scale Reference Genome Assemblies for Two
Anoplophora Longhorned Beetle Species (Coleoptera: Cerambycidae). Genome biology
and evolution, 18(3).

De Vega JJ, et al. (2026) A haplotype-complete chromosome-level assembly of octoploid
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histories in the species. G3 (Bethesda, Md.), 16(4).

Al-Hasan BA, et al. (2026) Complete genome sequence and functional characterization of
Bacillus amyloliquefaciens NJF-55: a sheep-derived probiotic candidate. Scientific reports,
16(1), 6408.

Li X, et al. (2026) Genomic insights into dominant lactic acid bacteria in spoiled plant-
based meat analogues. Current research in food science, 12, 101332.
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server for biology.
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Méndez M, et al. (2026) First draft genome and genomic analysis of Neofusicoccum
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7, 1813584.
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