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MapViewer

RRID:SCR_003092
Type: Tool

Proper Citation

MapViewer (RRID:SCR_003092)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/mapview/

Proper Citation: MapViewer (RRID:SCR_003092)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on January
4, 2023. Database that provides special browsing capabilities for a subset of organisms in
Entrez Genomes. Map Viewer allows users to view and search an organism's complete
genome, display chromosome maps, and zoom into progressively greater levels of detail,
down to the sequence data for a region of interest. If multiple maps are available for a
chromosome, it displays them aligned to each other based on shared marker and gene
names, and, for the sequence maps, based on a common sequence coordinate system.

Abbreviations: Map Viewer

Synonyms: Entrez Map Viewer, NCBI Map Viewer

Resource Type: database, data or information resource
Keywords: genome, mapping, sequencing, chromosome
Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: MapViewer

Resource ID: SCR_003092

Alternate IDs: OMICS_00921, nif-0000-03103

Record Creation Time: 20220129T080217+0000

Record Last Update: 20260725T191128+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_003092/resolver
http://www.ncbi.nlm.nih.gov/mapview/

No rating or validation information has been found for MapViewer.

No alerts have been found for MapViewer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 242 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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