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Type: Tool

Proper Citation

SAMtools/BCFtools (RRID:SCR_005227)

Resource Information

URL: http://samtools.sourceforge.net/mpileup.shtml

Proper Citation: SAMtools/BCFtools (RRID:SCR_005227)

Description: Provide various utilities for manipulating alignments in the SAM format,
including sorting, merging, indexing and generating alignments in a per-position format.

Abbreviations: BCFtools

Resource Type: software resource

Defining Citation: DOI:10.1101/090811

Keywords: snp, indel, bio.tools

Resource Name: SAMtools/BCFtools

Resource ID: SCR_005227

Alternate IDs: biotools:bcftools, OMICS_13458

Alternate URLs: https://bio.tools/bcftools, https://sources.debian.org/src/bcftools/

Record Creation Time: 20220129T080229+0000

Record Last Update: 20260725T190603+0000

Ratings and Alerts

No rating or validation information has been found for SAMtools/BCFtools.

No alerts have been found for SAMtools/BCFtools.

Data and Source Information

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_005227/resolver
http://samtools.sourceforge.net/mpileup.shtml
https://dx.doi.org/10.1101/090811


Source: SciCrunch Registry

Usage and Citation Metrics

We found 904 mentions in open access literature.

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

Taylor RS, et al. (2026) Accurate Runs of Homozygosity Estimation From Low Coverage
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Cappadona C, et al. (2026) Multi-omics identifies oxidative stress, prothrombotic
pathways, and lactoperoxidase variants as key factors in COVID-19 severity.
EBioMedicine, 123, 106111.

Yang Q, et al. (2026) Molecular mechanism of resistance to lonafarnib conferred by
mutations in the cysteine-rich region of respiratory syncytial virus fusion glycoprotein and
discovery of a lonafarnib-derived antiviral PROTAC. Journal of virology, 100(1), e0148725.

Furstenau TN, et al. (2025) High-throughput targeted amplicon screening tool for
characterizing intrahost diversity in Staphylococcus aureus directly from sample. Microbial
genomics, 11(6).

McLean ZL, et al. (2025) Morula complementation restores male germline in NANOS2 null
sheep. PNAS nexus, 4(7), pgaf200.

Arnedo-Mu??oz M, et al. (2025) A New Next-Generation Sequencing Approach in Human
Cytomegalovirus for the Identification of Antiviral Resistance Mutations and Genotypic
Classification. Journal of medical virology, 97(8), e70523.

Li R, et al. (2025) Fine mapping genetic variants affecting birth weight in sheep: a GWAS
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science and biotechnology, 16(1), 115.

Zhang Z, et al. (2025) Unveiling genetic signatures of immune response in immune-related
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communications, 16(1), 7134.

Keogh SM, et al. (2025) Secondary contact erodes Pleistocene diversification in a wide-
ranging freshwater mussel (Quadrula). Molecular ecology, 34(1), e17572.

Hayakawa T, et al. (2025) Genome-scale evolution in local populations of wild
chimpanzees. Scientific reports, 15(1), 548.

Horaud M, et al. (2025) Allochrony in Atlantic Lumpfish: Genomic and Otolith Shape
Divergence Between Spring and Autumn Spawners. Ecology and evolution, 15(2),
e70946.
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Liang SA, et al. (2025) A refined analysis of Neanderthal-introgressed sequences in
modern humans with a complete reference genome. Genome biology, 26(1), 32.

Kyrgiafini MA, et al. (2025) Integrative Analysis of Whole-Genome and Transcriptomic
Data Reveals Novel Variants in Differentially Expressed Long Noncoding RNAs
Associated with Asthenozoospermia. Non-coding RNA, 11(1).

Park K, et al. (2025) Epidemiological surveillance and phylogenetic diversity of
Orthohantavirus hantanense using high-fidelity nanopore sequencing, Republic of Korea.
PLoS neglected tropical diseases, 19(2), e0012859.

Krause-Kyora B, et al. (2025) Neolithic introgression of IL23R-related protection against
chronic inflammatory bowel diseases in modern Europeans. EBioMedicine, 113, 105591.

Farnitano MC, et al. (2025) Fluctuating reproductive isolation and stable ancestry structure
in a fine-scaled mosaic of hybridizing Mimulus monkeyflowers. PLoS genetics, 21(3),
e1011624.

Sampaio AM, et al. (2025) Diversification, loss, and virulence gains of the major effector
AvrStb6 during continental spread of the wheat pathogen Zymoseptoria tritici. PLoS
pathogens, 21(3), e1012983.

Wang MY, et al. (2025) Chromosome-level genome assembly, annotation, and population
genomic resource of argali (Ovis ammon). Scientific data, 12(1), 57.

Colenutt C, et al. (2025) Detection and genomic characterisation of foot-and-mouth
disease virus serotypes circulating in Cameroon using environmental sampling. Scientific
reports, 15(1), 2834.


