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Proper Citation

bam readcount (RRID:SCR_023653)

Resource Information

URL: https://github.com/genome/bam-readcount

Proper Citation: bam readcount (RRID:SCR_023653)

Description: Software tool that runs on BAM or CRAM file and generates low level
information about sequencing data at specific nucleotide positions. Its outputs include
observed bases, readcounts, summarized mapping and base qualities, strandedness
information, mismatch counts, and position within the reads.

Synonyms: bam-readcount

Resource Type: software resource, software application

Defining Citation: PMID:34341766

Keywords: BAM file, CRAM file, sequencing data, nucleotide positions,

Funding: NCI R50CA211782;
NCI P01CA101937;
NCI K22CA188163;
NCI 1U01CA209936;
NCI U24CA237719;
Edward P. Evans Foundation ;
NHGRI R00 HG007940

Availability: Free, Available for download, Freely available

Resource Name: bam readcount

Resource ID: SCR_023653

License: MIT license

Record Creation Time: 20230606T050221+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_023653/resolver
https://github.com/genome/bam-readcount
https://pubmed.ncbi.nlm.nih.gov/34341766


Record Last Update: 20260808T190539+0000

Ratings and Alerts

No rating or validation information has been found for bam readcount.

No alerts have been found for bam readcount.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 38 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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