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Dawg

RRID:SCR_016068
Type: Tool

Proper Citation

Dawg (RRID:SCR_016068)

Resource Information

URL.: http://scit.us/projects/dawg

Proper Citation: Dawg (RRID:SCR_016068)

Description: Software application to simulate the evolution of recombinant DNA
seguences in continuous time based on the robust general time reversible model with
gamma and invariant rate heterogeneity and a novel length-dependent model of gap
formation. The application accepts phylogenies in Newick format and can return the
sequence of any node, allowing for the exact evolutionary history to be recorded at the
discretion of users.

Abbreviations: Dawg
Synonyms: Dawg: DNA assembly with gaps

Resource Type: data analysis software, data processing software, sequence analysis
software, simulation software, software application, software resource

Defining Citation: PMID:16306390

Keywords: simulate, evolution, recombinant, DNA, sequences, history, assembly, gaps
Availability: Free, Available for download

Resource Name: Dawg

Resource ID: SCR_016068

Alternate URLSs: https://github.com/reedacartwright/dawg

License: GPL-2.0

Record Creation Time: 20220129T080328+0000

Record Last Update: 20260912T195834+0000



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_016068/resolver
http://scit.us/projects/dawg
https://pubmed.ncbi.nlm.nih.gov/16306390

Ratings and Alerts
No rating or validation information has been found for Dawg.

No alerts have been found for Dawg.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 18 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET .
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