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RRID:SCR_016163
Type: Tool

Proper Citation

Indelible (RRID:SCR_016163)

Resource Information

URL.: http://abacus.gene.ucl.ac.uk/software/indelible/

Proper Citation: Indelible (RRID:SCR_016163)

Description: Software that generates nucleotide, amino acid and codon sequence data
by simulating insertions and deletions (indels) as well as substitutions. It is used for
biological sequence simulation of multi-partitioned nucleotide, amino-acid, or codon data
sets through the processes of insertion, deletion, and substitution in continuous time.

Resource Type: software application, simulation software, software resource

Defining Citation: PMID:19423664

Keywords: indel, insertion, deletion, biological, sequence, simulation, multi-partitioned,
nucleotide, amio-acid, codon, data, set, insertion, deletion, substitution, continous, time,
non-homogeneous, non-stationary, phylogeny, simulator, evolution

Funding: EPSRC/MRC Doctoral Training Centre studentship ;
BBSRC

Availability: Free, Available for download

Resource Name: Indelible

Resource ID: SCR_016163

Alternate IDs: OMICS 15369

Alternate URLSs: https://sources.debian.org/src/indelible/
License: GNU GPL v3

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260728T043515+0000
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Ratings and Alerts
No rating or validation information has been found for Indelible.

No alerts have been found for Indelible.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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