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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: source code, software toolkit, software resource

Defining Citation: PMID:36522651

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

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

Resource Name: RagTag

Resource ID: SCR_027293

License: MIT license

Record Creation Time: 20250811T213301+0000

Record Last Update: 20260729T044654+0000

Ratings and Alerts

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID: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 66 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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42(7).
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haplotype. bioRxiv : the preprint server for biology.

Zeng Y, et al. (2025) Increased maize chromosome number by engineered chromosome
fission. Science advances, 11(21), eadw3433.

Shearman JR, et al. (2025) Assembly of the salt-secreting mangrove Avicennia
rumphiana. PloS one, 20(2), e0318091.

Abdirassilova AA, et al. (2025) Whole genome sequencing of Yersinia pestis isolates from
Central Asian natural plague foci revealed the role of adaptation to different hosts and
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19(9), e0013533.

Igolkina AA, et al. (2025) A comparison of 27 Arabidopsis thaliana genomes and the path
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2289.

Roshka YA, et al. (2025) Antimicrobial Potential of Secalonic Acids from Arctic-Derived
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of blood fluke populations across Africa. Nature communications, 16(1), 3508.
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Krueger M, et al. (2025) Phylogenomic associations among methicillin-resistant
Staphylococcus aureus isolates derived from pets, dairies, and humans. Microbiology
spectrum, 13(6), e0199524.

Naktang C, et al. (2025) Chromosome-level assemblies of two hexaploid bamboos,
Thyrsostachys oliveri and Thyrsostachys siamensis, provide a foundation for functional
and comparative genomics studies. GigaScience, 14.

Chen CC, et al. (2025) High-quality chromosome-level genome of three Meretrix species
using Nanopore and Hi-C technologies. Scientific data, 12(1), 1141.

Luque-Jim??nez E, et al. (2025) Discovery of a bacteriophage sequence in a mite genome
assembly reveals bacterial contamination and opens new possibilities for exploring
arthropod symbionts. Microbial genomics, 11(10).

Nachtigall PG, et al. (2025) A Segregating Structural Variant Defines Novel Venom
Phenotypes in the Eastern Diamondback Rattlesnake. Molecular biology and evolution,
42(4).

Javier MCF, et al. (2025) Draft genome of the endangered visayan spotted deer (Rusa
alfredi), a Philippine endemic species. GigaByte (Hong Kong, China), 2025, gigabyte150.
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'Varnes'. PloS one, 20(2), e0318692.

Ritter EJ, et al. (2025) The assembly and annotation of two teinturier grapevine varieties,
Dakapo and Rubired. GigaByte (Hong Kong, China), 2025, gigabyte149.

Garg V, et al. (2025) An Australian chickpea pan-genome provides insights into genome
organization and offers opportunities for enhancing drought adaptation for crop
improvement. Plant biotechnology journal, 23(9), 3967.


