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FusionMap

RRID:SCR_005242
Type: Tool

Proper Citation

FusionMap (RRID:SCR_005242)

Resource Information

URL: http://www.omicsoft.com/fusionmap/

Proper Citation: FusionMap (RRID:SCR_005242)

Description: An efficient fusion aligner which aligns reads spanning fusion junctions
directly to the genome without prior knowledge of potential fusion regions. It detects and
characterizes fusion junctions at base-pair resolution. FusionMap can be applied to detect
fusion junctions in both single- and paired-end dataset from either gDNA-Seq or RNA-Seq
studies. FusionMap runs under both Windows and Linux (requiring MONO) environments.
Although it can run on 32 bit machine, it is recommended to run on 64-bit machine with
8GB RAM or more. If you have an ArrayStudio License, you can run the fusion detection
easily through its GUI.

Abbreviations: FusionMap
Resource Type: software resource

Defining Citation: PMID:21593131

Keywords: windows, linux, c#, fusion gene, next-generation sequencing, gene, reference
indexing, read filtering, fusion alignment, reporting, alignment, bio.tools

Availability: Free, Non-commercial

Resource Name: FusionMap

Resource ID: SCR_005242

Alternate IDs: biotools:fusionmap, OMICS 00316
Alternate URLSs: https://bio.tools/fusionmap
Record Creation Time: 20220129T080229+0000

Record Last Update: 20260725T190600+0000
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Ratings and Alerts
No rating or validation information has been found for FusionMap.

No alerts have been found for FusionMap.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 88 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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