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QualiMap

RRID:SCR_001209
Type: Tool

Proper Citation

QualiMap (RRID:SCR_001209)

Resource Information

URL.: http://qualimap.bioinfo.cipf.es/

Proper Citation: QualiMap (RRID:SCR_001209)

Description: Software application written in Java and R that provides both a Graphical User
Inteface (GUI) and a command-line interface to facilitate the quality control of alignment
seguencing data. It examines sequencing alignment data in SAM / BAM files according to
the features of the mapped reads and provides an overall view of the data that helps to the
detect biases in the sequencing and/or mapping of the data and eases decision-making for
further analysis.

Abbreviations: QualiMap
Synonyms: QualiMap - Evaluating next generation sequencing alignment data
Resource Type: software resource

Defining Citation: PMID:22914218, DOI:10.1093/bioinformatics/bts503

Keywords: next-generation sequencing, alignment, linux, macos, windows, quality control,
sam, bam, bio.tools

Funding: Spanish Ministry of Economy and Competitiveness BIO2009-10799;
EU funded program ERA-NET PathoGenoMics BIO2008-05266-E

Availability: Free, Freely available

Resource Name: QualiMap



https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_001209/resolver
http://qualimap.bioinfo.cipf.es/
https://pubmed.ncbi.nlm.nih.gov/22914218
https://dx.doi.org/10.1093/bioinformatics/bts503

Resource ID: SCR_001209

Alternate IDs: OMICS 02133, biotools:qualimap
Alternate URLSs: https://bio.tools/qualimap

Old URLSs: https://sources.debian.org/src/qualimap/
License: GNU General Public License v2

Record Creation Time: 20220129T080206+0000

Record Last Update: 20250214T182935+0000

Ratings and Alerts
No rating or validation information has been found for QualiMap.

No alerts have been found for QualiMap.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 39 mentions in open access literature.

Listed below are recent publications. The full list is available at FD| Lab - SciCrunch.org.
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