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Proper Citation

Ivy Glioblastoma Atlas Project (RRID:SCR_005044)

Resource Information

URL: http://glioblastoma.alleninstitute.org/

Proper Citation: Ivy Glioblastoma Atlas Project (RRID:SCR_005044)

Description: Platform for exploring the anatomic and genetic basis of glioblastoma at the 
cellular and molecular levels that includes two interactive databases linked together by de-
identified tumor specimen numbers to facilitate comparisons across data modalities: * The 
open public image database, here, providing in situ hybridization data mapping gene 
expression across the anatomic structures inherent in glioblastoma, as well as associated 
histological data suitable for neuropathological examination * A companion database (Ivy 
GAP Clinical and Genomic Database) offering detailed clinical, genomic, and expression 
array data sets that are designed to elucidate the pathways involved in glioblastoma 
development and progression. This database requires registration for access. The hope is 
that researchers all over the world will mine these data and identify trends, correlations, and 
interesting leads for further studies with significant translational and clinical outcomes. The 
Ivy Glioblastoma Atlas Project is a collaborative partnership between the Ben and Catherine 
Ivy Foundation, the Allen Institute for Brain Science and the Ben and Catherine Ivy Center 
for Advanced Brain Tumor Treatment.

Abbreviations: Ivy GAP

Resource Type: data or information resource, database, atlas, image collection

Keywords: glioblastoma, in situ hybridization, hematoxylin and eosin stain, brain, tumor, 
gene expression, anatomic structure, histology, clinical, genomic, expression array, gene, 
FASEB list

Related Condition: Brain cancer, Cancer

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_005044/resolver
http://glioblastoma.alleninstitute.org/


Funding: Ben and Catherine Ivy Foundation

Resource Name: Ivy Glioblastoma Atlas Project

Resource ID: SCR_005044

Alternate IDs: nlx_99161

Record Creation Time: 20220129T080228+0000

Record Last Update: 20250521T061025+0000

Ratings and Alerts

No rating or validation information has been found for Ivy Glioblastoma Atlas Project.

No alerts have been found for Ivy Glioblastoma Atlas Project.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 114 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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microenvironment in glioma. Neurosurgical review, 47(1), 417.
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Jimenez-Macias JL, et al. (2024) Modulation of blood-tumor barrier transcriptional programs 
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FGL2 in gliomas. Frontiers in oncology, 14, 1447113.
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associated macrophages associated with glioma recurrence and as a biomarker for 
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