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MaSuRCA

RRID:SCR_010691
Type: Tool

Proper Citation

MaSURCA (RRID:SCR_010691)

Resource Information

URL: http://www.genome.umd.edu/masurca.html

Proper Citation: MaSuURCA (RRID:SCR_010691)

Description: A whole genome assembly software that combines the efficiency of the de
Bruijn graph and Overlap-Layout-Consensus (OLC) approaches., THIS RESOURCE IS
NO LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: MaSuRCA

Resource Type: software resource

Keywords: bio.tools

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: MaSuRCA

Resource ID: SCR_010691

Alternate IDs: OMICS 00020, biotools:masurca

Alternate URLSs: https://bio.tools/masurca

Record Creation Time: 20220129T080300+0000

Record Last Update: 20260725T190703+0000

Ratings and Alerts
No rating or validation information has been found for MaSuRCA.

No alerts have been found for MaSuRCA.



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_010691/resolver
http://www.genome.umd.edu/masurca.html

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 463 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Whelan R, et al. (2025) Genetic and phenotypic analysis of the virulence plasmid of a non-
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Feng H, et al. (2025) Genome and Tissue-Specific Transcriptome of the Tropical Milkweed
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alfredi), a Philippine endemic species. GigaByte (Hong Kong, China), 2025, gigabyte150.

Van Laere Y, et al. (2025) Assessing the authenticity and purity of a commercial Bacillus
thuringiensis bioinsecticide through whole genome sequencing and metagenomics
approaches. Frontiers in microbiology, 16, 1532788.
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aguatic invertebrate genome from Tibet Plateau. Scientific data, 12(1), 777.
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for cell and molecular biology, 121(1), e17169.
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sequencing. Communications biology, 8(1), 605.

Akdeniz Z, et al. (2025) The expanded genome of Hexamita inflata, a free-living
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