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Proper Citation

caArray (RRID:SCR_006053)

Resource Information

URL: https://array.nci.nih.gov/caarray/

Proper Citation: caArray (RRID:SCR_006053)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on Sep 18,
2018. Open-source, web and programmatically accessible microarray data management
system. caArray guides the annotation and exchange of array data using a federated
model of local installations whose results are shareable across the cancer Biomedical
Informatics Grid (caBIG). caArray furthers translational cancer research through
acquisition, dissemination and aggregation of semantically interoperable array data to
support subsequent analysis by tools and services on and off the Grid. As array
technology advances and matures, caArray will extend its logical library of assay
management.

Abbreviations: caArray

Synonyms: caArray - Array Data Management System, caArray Data Portal

Resource Type: service resource, data or information resource, data repository,
database, storage service resource

Keywords: microarray, gene expression, data sharing, service resource, data
management, annotation, interoperability, life sciences

Related Condition: Cancer

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: caArray

Resource ID: SCR_006053

Alternate IDs: nlx_151452, OMICS_00864, r3d100010573

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_006053/resolver
https://array.nci.nih.gov/caarray/


Alternate URLs: https://doi.org/10.17616/R33G76

Record Creation Time: 20220129T080234+0000

Record Last Update: 20260729T044132+0000

Ratings and Alerts

No rating or validation information has been found for caArray.

No alerts have been found for caArray.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 35 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Xu Y, et al. (2023) Loss of BLK expression as a potential predictor of poor prognosis and
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non-small cell lung cancer: from bedside to bench. Journal of translational medicine,
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structural biotechnology journal, 19, 6229.
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adenocarcinoma cells. International journal of oncology, 56(1), 165.
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Huang WC, et al. (2019) Cisplatin resistant lung cancer cells promoted M2 polarization of
tumor-associated macrophages via the Src/CD155/MIF functional pathway. Journal of
experimental & clinical cancer research : CR, 38(1), 180.

Nishimura T, et al. (2019) Cancer stem-like properties and gefitinib resistance are
dependent on purine synthetic metabolism mediated by the mitochondrial enzyme
MTHFD2. Oncogene, 38(14), 2464.
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Members for Non-Small Cell Lung Cancer. Medical science monitor : international medical
journal of experimental and clinical research, 24, 3578.
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cancer. Bioscience reports, 38(3).
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expression. Biochimica et biophysica acta. Gene regulatory mechanisms, 1861(11), 1018.

Li Z, et al. (2017) EYA2 promotes lung cancer cell proliferation by downregulating the
expression of PTEN. Oncotarget, 8(67), 110837.
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carcinoma: potential prognostic indicators of disease. Oncotarget, 8(54), 91860.
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cancer. International journal of oncology, 48(2), 587.


