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GRAPPA: Genome Rearrangements Analysis under
Parsimony and other Phylogenetic Algorithms

RRID:SCR_007208
Type: Tool

Proper Citation

GRAPPA: Genome Rearrangements Analysis under Parsimony and other Phylogenetic
Algorithms (RRID:SCR_007208)

Resource Information

URL: http://www.cs.unm.edu/~moret/GRAPPA/

Proper Citation: GRAPPA: Genome Rearrangements Analysis under Parsimony and
other Phylogenetic Algorithms (RRID:SCR_007208)

Description: As fascinating as diversity is, it"s not the sort of thing that computational
scientists usually get excited about. Uncovering how diversity came to be has captured the
attention of a team of researchers at Alliance partner University of New Mexico and the
University of Texas, though. Using the 512-processor LosLobos Linux Pentium Il
supercomputing cluster at the Albuquerque High Performance Computing Center, the
team has created a phylogeny reconstruction - or evolutionary history - of 12 bluebell
species, predicting all of the steps that take these species back to a single common
ancestor. To meet the challenge, they created a whole new piece of software known as
GRAPPA. GRAPPA is is free software available as a gzipped tar file containing all source
files needed to compile an executable version.

Abbreviations: GRAPPA
Resource Type: software resource

Defining Citation: PMID:11262975

Resource Name: GRAPPA: Genome Rearrangements Analysis under Parsimony and
other Phylogenetic Algorithms

Resource ID: SCR_007208
Alternate IDs: nIx_27473
Record Creation Time: 20220129T080240+0000

Record Last Update: 20260725T190636+0000
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Ratings and Alerts

No rating or validation information has been found for GRAPPA: Genome
Rearrangements Analysis under Parsimony and other Phylogenetic Algorithms.

No alerts have been found for GRAPPA: Genome Rearrangements Analysis under
Parsimony and other Phylogenetic Algorithms.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 27 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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