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Resource Information

URL.: http://trex.biohpc.org/

Proper Citation: T-REX (RRID:SCR_010715)

Description: T-REX is a free, platform-independent online tool that allows for an integrated,
rapid, and more robust analysis of T-RFLP data. Despite increasing popularity and
improvements in terminal restriction fragment length polymorphism (T-RFLP) and other
microbial community fingerprinting techniques, there are still numerous obstacles that
hamper the analysis of these datasets. Many steps are required to process raw data into a
format ready for analysis and interpretation. These steps can be time-intensive, error-prone,
and can introduce unwanted variability into the analysis. Accordingly, we developed T-REX,
free, online software for the processing and analysis of T-RFLP data. Analysis of T-RFLP
data generated from a multiple-factorial study was performed with T-REX. With this software,
we were able to i) label raw data with attributes related to the experimental design of the
samples, ii) determine a baseline threshold for identification of true peaks over noise, iii)
align terminal restriction fragments (T-RFs) in all samples (i.e., bin T-RFs), iv) construct a
two-way data matrix from labeled data and process the matrix in a variety of ways, Vv)
produce several measures of data matrix complexity, including the distribution of variance
between main and interaction effects and sample heterogeneity, and vi) analyze a data
matrix with the additive main effects and multiplicative interaction (AMMI) model.

Abbreviations: T-REX

Synonyms: T-REX (T-RFLP analysis EXpedited), T-REX: Software for the processing and
analysis of T-RFLP data, T-RFLP analysis EXpedited

Resource Type: production service resource, data analysis service, service resource,
analysis service resource
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Ratings and Alerts
No rating or validation information has been found for T-REX.

No alerts have been found for T-REX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 110 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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