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RRID:SCR_018294
Type: Tool

Proper Citation

Gene Expression Profiling Interactive Analysis (RRID:SCR_018294)

Resource Information

URL.: http://gepia.cancer-pku.cn

Proper Citation: Gene Expression Profiling Interactive Analysis (RRID:SCR_018294)

Description: Web server for cancer and normal gene expression profiling and interactive
analyses. Interactive web server for analyzing RNA sequencing expression data of tumors
and normal samples from TCGA and GTEX projects, using standard processing pipeline.
Provides customizable functions such as tumor or normal differential expression analysis,
profiling according to cancer types or pathological stages, patient survival analysis, similar
gene detection, correlation analysis and dimensionality reduction analysis.

Abbreviations: GEPIA

Resource Type: production service resource, web service, analysis service resource, data
access protocol, service resource, software resource

Defining Citation: PMID:28407145

Keywords: Cancer gene expression, normal gene expression, analysis, RNA sequencing,
expression data, TCGA project, GTEX project, patient survival analysis, correlation analysis

Related Condition: Cancer

Funding: Peking University ;
National Natural Science Foundation of China

Availability: Free, Freely available

Resource Name: Gene Expression Profiling Interactive Analysis



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_018294/resolver
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Resource ID: SCR_018294
Record Creation Time: 20220129T080339+0000

Record Last Update: 20250525T031546+0000

Ratings and Alerts

No rating or validation information has been found for Gene Expression Profiling Interactive
Analysis.

No alerts have been found for Gene Expression Profiling Interactive Analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 5025 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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