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Proper Citation

Chinese Glioma Genome Atlas (RRID:SCR_018802)

Resource Information

URL: http://www.cgga.org.cn/

Proper Citation: Chinese Glioma Genome Atlas (RRID:SCR_018802)

Description: Web application for data storage and analysis to explore brain tumors
datasets from Chinese cohorts. Data portal for storage and interactive exploration of multi-
dimensional functional genomic data that includes primary and recurrent glioma samples
from Chinese cohorts. Allows users to browse DNA mutation profile, mRNA/microRNA
expression profile and methylation profile, and to do correlation and survival analysis in
specific glioma subtype.

Abbreviations: CGGA

Resource Type: database, topical portal, portal, data or information resource, data set,
disease-related portal

Defining Citation: DOI:10.1101/2020.01.20.911982

Keywords: Functional genomic data, glioma samples, brain tumor datasets, Chinese
cohort, whole exome sequencing data, DNA methylation data, mRNA sequencing data,
microRNA microarray data, clinical data, DNA mutation profile analysis, expression profile,
methylation profile, survival analysis, glioma subtype, FASEB list

Related Condition: Glioma

Availability: Free, Freely available

Resource Name: Chinese Glioma Genome Atlas

Resource ID: SCR_018802

Record Creation Time: 20220129T080342+0000

Record Last Update: 20260815T182600+0000

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_018802/resolver
http://www.cgga.org.cn/
https://dx.doi.org/10.1101/2020.01.20.911982


Ratings and Alerts

No rating or validation information has been found for Chinese Glioma Genome Atlas.

No alerts have been found for Chinese Glioma Genome Atlas.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1344 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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