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Resource Information

URL.: https://github.com/transmart

Proper Citation: tranSMART (RRID:SCR_005586)

Description: tranSMART is a knowledge management platform that enables scientists to
develop and refine research hypotheses by investigating correlations between genetic and
phenotypic data, and assessing their analytical results in the context of published literature
and other work. tranSMART is licensed through GPL 3. The integration, normalization, and
alignment of data in tranSMART permits users to explore data very efficiently to formulate
new research strategies. Some of tranSMART"s specific applications include: * Revalidating
previous hypotheses * Testing and refining novel hypotheses * Conducting cross-study meta-
analysis * Searching across multiple data sources to find associations of concepts, such as a
gene's involvement in biological processes or experimental results * Comparing biological
processes and pathways among multiple data sets from related diseases or even across
multiple therapeutic areas Data Repository The tranSMART Data Repository combines a
data warehouse with access to federated sources of open and commercial databases.
tranSMART accommodates: * Phenotypic data, such as demographics, clinical observations,
clinical trial outcomes, and adverse events * High content biomarker data, such as gene
expression, genotyping, pharmacokinetic and pharmaco-dynamics markers, metabolomics
data, and proteomics data * Unstructured text-data, such as published journal articles,
conference abstracts and proceedings, and internal studies and white papers * Reference
data from sources such as MeSH, UMLS, Entrez, GeneGo, Ingenuity, etc. * Metadata
providing context about datasets, allowing users to assess the relevance of results delivered
by tranSMART Data in tranSMART is aligned to allow identification and analysis of
associations between phenotypic and biomarker data, and it is normalized to conform with
CDISC and other standards to facilitate search and analysis across different data sources.
tranSMART also enables investigators to search published literature and other text sources
to evaluate their analysis in the context of the broader universe of reported research.
External data can also be integrated into the tranSMART data repository, either from open
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data projects like GEO, EBI Array Express, GCOD, or GO, or from commercially available
data sources. Making data accessible in tranSMART enables organizations to leverage
investments in manual curation, development costs of automated ETL tools, or commercial
subscription fees across multiple research groups. Dataset Explorer tranSMART"s Dataset
Explorer provides flexible, powerful search and analysis capabilities. The core of the Dataset
Explorer integrates and extends the open source i2b2 application, Lucene text indexing, and
GenePattern analytical tools. Connections to other open source and commercial analytical
tools such as Galaxy, Integrative Genomics Viewer, Plink, Pathway Studio, GeneGo,
Spotfire, R, and SAS can be established to expand tranSMART"s capabilities. tranSMART"s
design allows organizations flexibility in selecting analytical tools accessible through the
Dataset Explorer, and provides file export capabilities to enable researchers to use tools not
accessible in the tranSMART portal.
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Ratings and Alerts

No rating or validation information has been found for tranSMART.

No alerts have been found for tranSMART.

Data and Source Information

Source: SciCrunch Registry
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We found 13 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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