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ITools

RRID:SCR_009626
Type: Tool

Proper Citation

iTools (RRID:SCR_009626)

Resource Information

URL.: http://itools.loni.usc.edu/

Proper Citation: iTools (RRID:SCR_009626)

Description: An infrastructure for managing of diverse computational biology resources -
data, software tools and web-services. The iTools design, implementation and meta-data
content reflect the broad NCBC needs and expertise (www.NCBCs.org).

Abbreviations: iTools
Synonyms: ITools Resourceome, NCBC iTools

Resource Type: service resource, database, web service, software resource, storage
service resource, data repository, software repository, data access protocol, data or
information resource

Defining Citation: PMID:18509477

Keywords: computational neuroscience, data, experiment control, hardware, imaging
genomics, information specification, java, loni pipeline, model, ontology, os independent,
metadata

Funding: NIH Roadmap for Medical Research ;
NCRR U54-RR021813;

NIDA U54-DA021519;

NCI U54-CA121852;

NHGRI U54-HG004028;

NIGMS U54-GMO072970;

NIBIB U54-EB005149;

NLM U54-LM008748

Availability: GNU Lesser General Public License
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Resource Name: iTools
Resource ID: SCR_009626
Alternate IDs: nlx_155852

Alternate URLSs: http://www.nitrc.org/projects/itools,
http://www.loni.usc.edu/research/software

Old URLSs: http://itools.loni.ucla.edu/
Record Creation Time: 20220129T080254+0000

Record Last Update: 20260728T043322+0000

Ratings and Alerts
No rating or validation information has been found for iTools.

No alerts have been found for iTools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 45 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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enterotypes of gut microbiome in HIV-negative men who have sex with men. mSphere,
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