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Falcon

RRID:SCR_016089
Type: Tool

Proper Citation

Falcon (RRID:SCR_016089)

Resource Information

URL.: https://github.com/PacificBiosciences/FALCON

Proper Citation: Falcon (RRID:SCR_016089)

Description: Software package for aligning long sequencing reads as a diploid-aware
genome assembler. Used for assembling non-inbred or rearranged heterozygous
genomes.

Resource Type: data processing software, software resource, image analysis software,
alignment software, software application

Defining Citation: PMID:27749838

Keywords: fast, aligner, sequencing, diploid, genome, assembly, non-inbred, rearranged,
heterozygous, single-molecule

Funding: National Science Foundation DBI-1350041,
National Science Foundation |0S-1237880;

National Science Foundation MCB 0929402;

National Science Foundation MCB 1122246;

Gordon and Betty Moore Foundation GBMF 3034,
NHGRI R01 HGO006677

Availability: Free, Available for download, Freely available
Resource Name: Falcon

Resource ID: SCR_016089

Alternate IDs: OMICS_ 13514

Alternate URLSs: https://sources.debian.org/src/falcon/

License URLSs: https://github.com/PacificBiosciences/FALCON/blob/master/LICENSE
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Record Creation Time: 20220129T080328+0000
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Ratings and Alerts
No rating or validation information has been found for Falcon.

No alerts have been found for Falcon.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 279 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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