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Proper Citation

Meraculous (RRID:SCR_010700)

Resource Information

URL: http://www.plosone.org/article/info:doi%2F10.1371%2Fjournal.pone.0023501

Proper Citation: Meraculous (RRID:SCR_010700)

Description: An algorithm for de novo genome assembly with short paired-end reads.

Abbreviations: Meraculous

Synonyms: Meraculous: De Novo Genome Assembly with Short Paired-End Reads

Resource Type: software resource

Funding:

Resource Name: Meraculous

Resource ID: SCR_010700

Alternate IDs: OMICS_00021

Record Creation Time: 20220129T080300+0000

Record Last Update: 20250525T031132+0000

Ratings and Alerts

No rating or validation information has been found for Meraculous.

No alerts have been found for Meraculous.

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_010700/resolver
http://www.plosone.org/article/info:doi/10.1371/journal.pone.0023501


Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 38 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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