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PEAR

RRID:SCR_003776
Type: Tool

Proper Citation

PEAR (RRID:SCR_003776)

Resource Information

URL.: http://www.exelixis-lab.org/software.html

Proper Citation: PEAR (RRID:SCR_003776)

Description: Software for an ultrafast, memory-efficient and highly accurate pair-end read
merger. It is fully parallelized and can run with as low as just a few kilobytes of memory.

Abbreviations: PEAR
Synonyms: Pair-end read merger, PEAR: Pair-end read merger
Resource Type: software resource

Defining Citation: PMID:24142950

Keywords: next-generation sequencing, sequence analysis
Funding:

Resource Name: PEAR

Resource ID: SCR_003776

Alternate IDs: OMICS 00674

Record Creation Time: 20220129T080220+0000

Record Last Update: 20250420T014151+0000

Ratings and Alerts



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_003776/resolver
http://www.exelixis-lab.org/software.html
https://pubmed.ncbi.nlm.nih.gov/24142950

No rating or validation information has been found for PEAR.

No alerts have been found for PEAR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 770 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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agricultural soil management, and depth. FEMS microbiology ecology, 101(2).

Xu'Y, et al. (2025) The Dynamics of Symbiodiniaceae and Photosynthetic Bacteria Under
High-Temperature Conditions. Microbial ecology, 87(1), 169.

Neha SA, et al. (2025) Impacts of host phylogeny, diet, and geography on the gut
microbiome of rodents. PloS one, 20(1), e0316101.
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pathogens, 16(1), 69.
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learning. Nature communications, 15(1), 5284.
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