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Proper Citation

Segway - a way to segment the genome (RRID:SCR_004206)

Resource Information

URL.: http://segway.hoffmanlab.org/

Proper Citation: Segway - a way to segment the genome (RRID:SCR_004206)

Description: The free Segway software package contains a novel method for analyzing
multiple tracks of functional genomics data. The method uses a dynamic Bayesian network
(DBN) model, which enables it to analyze the entire genome at 1-bp resolution even in the
face of heterogeneous patterns of missing data. This method is the first application of DBN
techniques to genome-scale data and the first genomic segmentation method designed for
use with the maximum resolution data available from ChIP-seq experiments without
downsampling. Segway uses the Graphical Models Toolkit (GMTK) for efficient DBN
inference. The software has extensive documentation and was designed from the outset with
external users in mind.

Synonyms: Segway
Resource Type: source code, software resource

Defining Citation: PMID:22426492

Keywords: genome annotation, source code, bayesian network model, bayesian, chip seq,
dbn, bio.tools

Funding:
Availability: Free

Resource Name: Segway - a way to segment the genome
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Resource ID: SCR_004206
Alternate IDs: nlx_22911, biotools:segway

Alternate URLSs: https://www.pmgenomics.ca/hoffmanlab/proj/segway!/,
https://bitbucket.org/hoffmanlab/segway/, https://bio.tools/segway

Old URLSs: http://noble.gs.washington.edu/proj/segway/
License: GNU General Public License version 2
Record Creation Time: 20220129T080223+0000

Record Last Update: 20250412T054906+0000

Ratings and Alerts

No rating or validation information has been found for Segway - a way to segment the
genome.

No alerts have been found for Segway - a way to segment the genome.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 8 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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