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Type: Tool

Proper Citation

CrossMap (RRID:SCR_001173)

Resource Information

URL: http://crossmap.sourceforge.net/

Proper Citation: CrossMap (RRID:SCR_001173)

Description: A software program for convenient conversion of genome coordinates (or
annotation files) between different assemblies. It supports most commonly used file
formats including SAM/BAM, Wiggle/BigWig, BED, GFF/GTF, VCF. It is designed to
liftover genome coordinates between assemblies. 1t?s not a program for aligning
sequences to reference genome. CrossMap is not recommend for converting genome
coordinates between species.

Abbreviations: CrossMap
Resource Type: software resource

Defining Citation: PMID:24351709

Keywords: genome, assembly

Availability: GNU General Public License
Resource Name: CrossMap

Resource ID: SCR_001173

Alternate IDs: OMICS 02184

Record Creation Time: 20220129T080206+0000

Record Last Update: 20260725T190459+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_001173/resolver
http://crossmap.sourceforge.net/
https://pubmed.ncbi.nlm.nih.gov/24351709

No rating or validation information has been found for CrossMap.

No alerts have been found for CrossMap.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 18 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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5014.3. Circulation. Cardiovascular genetics, 10(5), e001690.

Eising E, et al. (2016) Gene co-expression analysis identifies brain regions and cell types
involved in migraine pathophysiology: a GWAS-based study using the Allen Human Brain
Atlas. Human genetics, 135(4), 425.
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