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BMTagger

RRID:SCR_014619
Type: Tool

Proper Citation

BMTagger (RRID:SCR_014619)

Resource Information

URL: http://nmpdacc.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: software resource, software application, data processing software
Keywords: microbiome, human reads, metagenomics, microbial reads, human genome
Availability: Available as files

Resource Name: BMTagger

Resource ID: SCR_014619

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

Record Creation Time: 20220129T080321+0000

Record Last Update: 20260804T043546+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 73 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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infection and predict triclabendazole treatment outcomes in Peruvian patients. Frontiers in
cellular and infection microbiology, 15, 1555171.

Wu L, et al. (2025) Immunosuppressants rewire the gut microbiome-alloimmune axis
through time-dependent and tissue-specific mechanisms. Cell communication and
signaling : CCS, 23(1), 506.

France MT, et al. (2025) VIRGO2: Unveiling the Functional and Ecological Complexity of
the Vaginal Microbiome with an Enhanced Non-Redundant Gene Catalog. bioRxiv : the
preprint server for biology.

Sanchez-Pefa L, et al. (2025) Broad spectrum of ?-lactamase coverage and potent
antimicrobial activity of xeruborbactam in combination with meropenem against
carbapenemase-producing Enterobacterales, including strains resistant to new ?-lactam/?-
lactamase inhibitor combinations. Antimicrobial agents and chemotherapy, 69(9),
e0053325.

Wei F, et al. (2025) Co-Fermented Black Barley and Quinoa Alleviate Hepatic
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species Eumeta crameri. DNA research : an international journal for rapid publication of
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