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Type: Tool

Proper Citation

PAZAR (RRID:SCR_005410)

Resource Information

URL: http://www.pazar.info/

Proper Citation: PAZAR (RRID:SCR_005410)

Description: Database that unites independently created and maintained data collections
of transcription factor and regulatory sequence annotation. The flexible PAZAR schema
permits the representation of diverse information derived from experiments ranging from
biochemical protein-DNA binding to cellular reporter gene assays. Data collections can be
made available to the public, or restricted to specific system users. The data ''boutiques''
within the shopping-mall-inspired system facilitate the analysis of genomics data and the
creation of predictive models of gene regulation., THIS RESOURCE IS NO LONGER IN
SERVICE. Documented on September 16,2025.

Abbreviations: PAZAR

Resource Type: service resource, database, software resource, storage service
resource, data repository, data or information resource

Defining Citation: PMID:18971253

Keywords: transcription factor, target gene, regulatory sequence, transcription factor
profile, annotation, sequence, profile, transcription factor binding profile, chip, chip-seq,
gene, cis-regulatory element, bio.tools

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: PAZAR

Resource ID: SCR_005410

Alternate IDs: OMICS_00540, biotools:pazar

Alternate URLs: https://bio.tools/pazar

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005410/resolver
http://www.pazar.info/
https://pubmed.ncbi.nlm.nih.gov/18971253


License: GNU Lesser General Public License

Record Creation Time: 20220129T080230+0000

Record Last Update: 20260728T043216+0000

Ratings and Alerts

No rating or validation information has been found for PAZAR.

No alerts have been found for PAZAR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 32 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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