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Resource Information

URL: https://www.ctsacentral.org/editor/index.php?wg=ps625

Proper Citation: CDART (RRID:SCR_006378)

Description: Data management tool designed to support multicenter research studies
including key components needed in a full-featured research data management
application. It is web based and builds on mysql, xml, and tomcat components. Key
features include: * Support for complex, highly customized case report forms (XML based
configuration) * Security and access at the site, user, and form levels * User management
* Management of multiple studies from a single instance * CDISC Operational Data Model
(ODM) data extraction for input to analysis software * Longitudinal data collection They are
working on major revisions to improve performance and add important new features.
Version 2 should be available by mid-2013. They are making this version available now so
that other centers with multisite study and/or complex form needs can leverage CDART for
their needs. CDART will have a higher support requirement than REDCap and is not
intended to replace REDCap for single site studies. Files are provided to assist in setting
up an instance of CDART.

Abbreviations: CDART

Synonyms: Carolina Data Acquisition & Reporting Technology, CDART - Carolina Data
Acquisition and Reporting Technology, CDART - Carolina Data Acquisition & Reporting
Technology, Carolina Data Acquisition and Reporting Technology

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

Keywords: data management, multicenter

Resource Name: CDART

Resource ID: SCR_006378

Alternate IDs: nlx_152158
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Record Creation Time: 20220129T080235+0000

Record Last Update: 20260729T044133+0000

Ratings and Alerts

No rating or validation information has been found for CDART.

No alerts have been found for CDART.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 51 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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