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Proper Citation

X:MAP (RRID:SCR_006029)

Resource Information

URL: http://xmap.picr.man.ac.uk

Proper Citation: X:MAP (RRID:SCR_006029)

Description: X:Map is a project for mapping between Affymetrix Exon Arrays and their 
corresponding genome data. It consists of a website for general visualisation of 
Gene/Transcript/Exon/Probeset relationships, and an R package exonmap to support 
statistical analysis of Exon Array experiments. Affymetrix exon arrays aim to target every 
known and predicted exon in the human, mouse or rat genomes, and have reporters that 
extend beyond protein coding regions to other areas of the transcribed genome. This 
combination of increased coverage and precision is important because a substantial 
proportion of protein coding genes are predicted to be alternatively spliced, and because 
many non-coding genes are known also to be of biological significance. In order to fully 
exploit these arrays, it is necessary to associate each reporter on the array with the features 
of the genome it is targeting, and to relate these to gene and genome structure. X:Map is a 
genome annotation database that provides this information. Data can be browsed using a 
novel Google-maps based interface, and analysed and further visualized through an 
associated BioConductor package.

Synonyms: X:MAP

Resource Type: data or information resource, database

Funding:

Resource Name: X:MAP

Resource ID: SCR_006029

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_006029/resolver
http://xmap.picr.man.ac.uk


Alternate IDs: nif-0000-03645

Record Creation Time: 20220129T080233+0000

Record Last Update: 20250507T060346+0000

Ratings and Alerts

No rating or validation information has been found for X:MAP.

No alerts have been found for X:MAP.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 17 mentions in open access literature.

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