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Bisque

RRID:SCR_005564
Type: Tool

Proper Citation

Bisque (RRID:SCR_005564)

Resource Information

URL.: http://biodev.ece.ucsb.edu/projects/bisquik/wiki

Proper Citation: Bisque (RRID:SCR_005564)

Description: A scalable web-based system for biological image analysis, management
and exploration. The Bisque system incorporates many features useful to imaging
researchers from image capture to extensible image analysis and querying. At the core,
bisque maintains a flexible database of images and experimental metadata. Image
analyses can be incorporated into the system and deployed on clusters and desktops.
Search and comparison of datasets by image data and content is supported. Novel
semantic analyses are integrated into the system allowing high level semantic queries and
comparison of image content. New features and testing of Bisque version: 0.5.1, among
many others are: # Parallel execution of datasets # Rich interfaces for autogenerated
module Ul # Abstracted storage system for local, irods, etc.. They are using Mercurial for
their source control system. This should be installed before proceeding. Browse source
on-line, http://biodev.ece.ucsb.edu/projects/bisquik/browser Bisque Installation,
http://biodev.ece.ucsb.edu/projects/bisquik/wiki/Installationinstructions05 Bisque
DOWNLOAD, http://biodev.ece.ucsb.edu/projects/bisquik/wiki/download, THIS
RESOURCE IS NO LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: Bisque

Synonyms: Bio-Image Semantic Query User Environment, Bisque - Bio-Image Semantic
Query User Environment

Resource Type: source code, software resource

Defining Citation: PMID:20031971

Keywords: image, biology, annotate, metadata, analysis, magnetic resonance

Funding: NSF ITR-0331697,;
NSF 11S-0808772
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Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Bisque

Resource ID: SCR_005564

Alternate IDs: nix_144653

Alternate URLSs: http://www.nitrc.org/projects/bisque

Record Creation Time: 20220129T080231+0000

Record Last Update: 20260729T044116+0000

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

No alerts have been found for Bisque.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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