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Proper Citation

Genboree Discovery System (RRID:SCR_000747)

Resource Information

URL: http://genboree.org

Proper Citation: Genboree Discovery System (RRID:SCR_000747)

Description: A software application and database viewing system for genomic research,
more specifically formulti-genome comparison and pattern discovery via genome self-
comparison. Data are available for a range of species including Human Chr3, Human
Chrl12, Sea Urchin, Tribolium, and cow. The Genboree Discovery System is the largest
software system developed at the bioinformatics laboratory at Baylor in close collaboration
with the Human Genome Sequencing Center. Genboree is a turnkey software system for
genomic research. Genboree is hosted on the Internet and, as of early 2007, the number
of registered users exceeds 600. While it can be configured to support almost any
genome-centric discovery process, a number of configurations already exist for specific
applications. Current focus is on enabling studies of genome variation, including array
CGH studies, PCR-based resequencing, genome resequencing using comparative
sequence assembly, genome remapping using paired-end tags and sequences, genome
analysis and annotation, multi-genome comparison and pattern discovery via genome self-
comparison. Genboree database and visualization settings, tools, and user roles are
configurable to fit the needs of specific discovery processes. Private permanent project-
specific databases can be accessed in a controlled way by collaborators via the Internet.
Project-specific data is integrated with relevant data from public sources such as genome
browsers and genomic databases. Data processing tools are integrated using a plug-in
model. Genboree is extensible via flexible data-exchange formats to accommodate project
specific tools and processing steps. Our Positional Hashing method, implemented in the
Pash program, enables extremely fast and accurate sequence comparison and pattern
discovery by employing low-level parallelism. Pash enables fast and sensitive detection of
orthologous regions across mammalian genomes, and fast anchoring of hundreds of
millions of short sequences produced by next-generation sequencing technologies. We
are further developing the Pash program and employing it in the context of various
discovery pipelines. Our laboratory participates in the pilot stage of the TCGA (The Cancer
Genome Atlas) project. We aim to develop comprehensive, rapid, and economical
methods for detecting recurrent chromosomal aberrations in cancer using next-generation
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sequencing technologies. The methods will allow detection of recurrent chromosomal
aberrations in hundreds of small (

Abbreviations: Genboree
Synonyms: Genboree Discovery System

Resource Type: data or information resource, database, software application, data
processing software, software resource

Keywords: genome, genomic, next generation sequencing
Resource Name: Genboree Discovery System

Resource ID: SCR_000747

Alternate IDs: nif-0000-08906

Record Creation Time: 20220129T080203+0000

Record Last Update: 20260801T042457+0000

Ratings and Alerts
No rating or validation information has been found for Genboree Discovery System.

No alerts have been found for Genboree Discovery System.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 11 mentions in open access literature.
Listed below are recent publications. The full list is available at kravitz2 .
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