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Proper Citation

speciateIT (RRID:SCR_014615)

Resource Information

URL: https://sourceforge.net/projects/speciateit/

Proper Citation: speciateIT (RRID:SCR_014615)

Description: A software package for speciation of 16S sequence data.

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

Keywords: microbiome, 16s, 16s sequence, speciation

Funding:

Availability: Available for download

Resource Name: speciateIT

Resource ID: SCR_014615

Record Creation Time: 20220129T080321+0000

Record Last Update: 20250419T055422+0000

Ratings and Alerts

No rating or validation information has been found for speciateIT.

No alerts have been found for speciateIT.

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_014615/resolver
https://sourceforge.net/projects/speciateit/


Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 27 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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affects offspring health in a mouse model. Nature communications, 12(1), 6289.
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Antibiotic-Induced Functional and Compositional Changes in Human Fecal Microbiome. 
Nutrients, 13(8).
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Chlamydia trachomatis Infection. The Journal of infectious diseases, 221(4), 627.
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Bacterial Vaginosis. Reproductive health, 16(1), 151.
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Holm JB, et al. (2019) Ultrahigh-Throughput Multiplexing and Sequencing of >500-Base-Pair 
Amplicon Regions on the Illumina HiSeq 2500 Platform. mSystems, 4(1).


