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Resource Information

URL: http://floresta.eead.csic.es/barleymap

Proper Citation: BARLEYMAP (RRID:SCR_015710)

Description: Barleymap was designed to search the position of barley genetic markers on
the Barley Physical Map and the POPSEQ map. Its three main functions are finding
markers, aligning sequences, and locating by position.

Resource Type: sequence analysis software, software application, database, data
processing software, web application, standalone software, data analysis software, data or
information resource, software resource

Defining Citation: DOI:10.1007/s11032-015-0253-1

Keywords: barley, genetic marker, barley physical map, popseq map

Funding: DGA GA-LC-059-2011;
MICINN AGL2010-21929;
MICINN RTA2009-00006-C04-02;
MICINN BES-2011-045905

Availability: Freely available, Free for academic use, Free, Available for download

Resource Name: BARLEYMAP

Resource ID: SCR_015710

Record Creation Time: 20220129T080327+0000

Record Last Update: 20260804T043613+0000

Ratings and Alerts

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_015710/resolver
http://floresta.eead.csic.es/barleymap
https://dx.doi.org/10.1007/s11032-015-0253-1


No rating or validation information has been found for BARLEYMAP.

No alerts have been found for BARLEYMAP.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 30 mentions in open access literature.

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