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BMTagger
RRID:SCR_014619
Type: Tool

Proper Citation

BMTagger (RRID:SCR_014619)

Resource Information

URL: http://hmpdacc.org/resources/tools_protocols.php

Proper Citation: BMTagger (RRID:SCR_014619)

Description: A tool that discriminates between human reads and microbial reads without
performing an alignment of all reads to the human genome.

Synonyms: Best Match Tagger

Resource Type: data processing software, software application, software resource

Keywords: microbiome, human reads, metagenomics, microbial reads, human genome

Availability: Available as files

Resource Name: BMTagger

Resource ID: SCR_014619

Alternate URLs: ftp://ftp.ncbi.nlm.nih.gov/pub/agarwala/bmtagger/

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260829T182849+0000

Ratings and Alerts

No rating or validation information has been found for BMTagger.

No alerts have been found for BMTagger.

Data and Source Information

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_014619/resolver
http://hmpdacc.org/resources/tools_protocols.php


Source: SciCrunch Registry

Usage and Citation Metrics

We found 93 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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commensals. Nature communications, 17(1).

Lee SC, et al. (2026) Functional divergence of the gut microbiome associated with lifestyle
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the gut-oral axis. Gut microbes, 18(1), 2617699.
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science, 13, 1804735.
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Liu C, et al. (2026) Integrative multi-omics analysis reveals microbiota alterations and
clinical indicators predictive of pulmonary fibrosis progression following SARS-CoV-2
infection. Briefings in bioinformatics, 27(2).

Dong J, et al. (2026) Buyang Huanwu Decoction promotes neurorepair after spinal cord
injury through a Lactobacillus johnsonii-indole-3-lactic acid-AhR-PI3K/Akt axis. Chinese
medicine, 21(1).
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treatment on the vaginal microbiome of pregnant women in Malawi. NPJ biofilms and
microbiomes, 11(1), 67.
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23(1), 9.
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ruminal microbial community in dairy goats. Microbiome, 14(1), 13.

Trepka KR, et al. (2025) Shifts in the human gut microbiome during cancer chemotherapy
are diet-dependent. bioRxiv : the preprint server for biology.

Lee G, et al. (2025) Distinct gut microbiome features characterize Fasciola hepatica
infection and predict triclabendazole treatment outcomes in Peruvian patients. Frontiers in
cellular and infection microbiology, 15, 1555171.


