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Proper Citation

Computing Genome Assembly Likelihoods (RRID:SCR_017624)

Resource Information

URL.: https://pachterlab.github.io/cgal/

Proper Citation: Computing Genome Assembly Likelihoods (RRID:SCR_017624)

Description: Software tool for computing genome assembly likelihoods.Computes
likelihood of reads with respect to assembly and statistical model which can be used as
metric for evaluating assemblies. Novel likelihood based approach to assembly
assessment in absence of ground truth.

Abbreviations: CGAL

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

Defining Citation: PMID:23360652

Keywords: Computing, genome, assembly, likelihood, read, evaluation

Funding: NHGRI R21 HG006583;
Fulbright Science & Technology Fellowship

Resource Name: Computing Genome Assembly Likelihoods
Resource ID: SCR_017624

Alternate URLSs: http://bio.math.berkeley.edu/cgal/

Record Creation Time: 20220129T080336+0000

Record Last Update: 20260731T043016+0000

Ratings and Alerts



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_017624/resolver
https://pachterlab.github.io/cgal/
https://pubmed.ncbi.nlm.nih.gov/23360652

No rating or validation information has been found for Computing Genome Assembly
Likelihoods.

No alerts have been found for Computing Genome Assembly Likelihoods.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 106 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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