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RRID:SCR_004207
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Proper Citation

BamView (RRID:SCR_004207)

Resource Information

URL: http://bamview.sourceforge.net/

Proper Citation: BamView (RRID:SCR_004207)

Description: A free interactive display of read alignments in BAM data files that can be
launched with Java Web Start or downloaded. This interactive Java application for
visualizing the large amounts of data stored for sequence reads which are aligned against
a reference genome sequence can be used in a number of contexts including SNP calling
and structural annotation. It has been integrated into Artemis so that the reads can be
viewed in the context of the nucleotide sequence and genomic features. The source code
is available as part of the Artemis code which can be downloaded from GitHub.

Abbreviations: BamView
Resource Type: software resource, source code

Defining Citation: PMID:22253280, PMID:20071372

Keywords: bam, next-generation sequencing, java, snp calling, structural annotation,
macosx, unix, windows, visualize, analyze, sequence read, reference sequence, single
nucleotide polymorphism, bio.tools

Availability: GNU General Public License

Resource Name: BamView

Resource ID: SCR_004207

Alternate IDs: biotools:bamview, OMICS_ 00878, nix_22933
Alternate URLSs: https://bio.tools/bamview

Record Creation Time: 20220129T080223+0000

Record Last Update: 20260725T191322+0000



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_004207/resolver
http://bamview.sourceforge.net/
https://pubmed.ncbi.nlm.nih.gov/22253280
https://pubmed.ncbi.nlm.nih.gov/20071372

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

No alerts have been found for BamView.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.

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