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Proper Citation

ALLPATHS-LG (RRID:SCR_010742)

Resource Information

URL: https://www.broadinstitute.org/scientific-community/science/programs/genome-
sequencing-and-analysis/computational-rd/computational-

Proper Citation: ALLPATHS-LG (RRID:SCR_010742)

Description: Software tool as whole genome shotgun assembler that can generate high 
quality genome assemblies using short reads (~100bp) such as those produced by the new 
generation of sequencers.

Abbreviations: ALLPATHS-LG

Resource Type: software resource

Defining Citation: PMID:21187386

Keywords: genome assembly, bio.tools

Funding:

Resource Name: ALLPATHS-LG

Resource ID: SCR_010742

Alternate IDs: OMICS_00007, biotools:allpaths-lg

Alternate URLs: https://bio.tools/allpaths-lg

Record Creation Time: 20220129T080300+0000

Record Last Update: 20250420T014507+0000
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Ratings and Alerts

No rating or validation information has been found for ALLPATHS-LG.

No alerts have been found for ALLPATHS-LG.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 233 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Low Genetic Diversities of the North Pacific Albatrosses. Molecular biology and evolution, 
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Acosta K, et al. (2023) Optimization of Molecular Methods for Detecting Duckweed-
Associated Bacteria. Plants (Basel, Switzerland), 12(4).
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