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Gene Expression Profiling Interactive Analysis 2

RRID:SCR_026154
Type: Tool

Proper Citation

Gene Expression Profiling Interactive Analysis 2 (RRID:SCR_026154)

Resource Information

URL.: http://gepia2.cancer-pku.cn/#index

Proper Citation: Gene Expression Profiling Interactive Analysis 2 (RRID:SCR_026154)

Description: Enhanced web server for large-scale expression profiling and interactive
analysis. GEPIAZ2 is updated and enhanced version of GEPIA, offering more
functionalities, higher resolution data analysis, and additional features like ability to
analyze specific cancer subtypes, quantify gene signatures based on single-cell
sequencing studies, and allow users to upload their own RNA-seq data for comparison
with the TCGA and GTEXx datasets; essentially providing more comprehensive and
advanced platform for gene expression analysis compared to the original GEPIA version.

Synonyms: Gene Expression Profiling Interactive Analysis 2
Resource Type: web service, data access protocol, software resource

Defining Citation: PMID:31114875

Keywords: gene expression analysis, large-scale expression profiling, interactive
analysis, quantify gene signatures,

Funding: National Natural Science Foundation of China ;
Peking University

Availability: Free, Freely available

Resource Name: Gene Expression Profiling Interactive Analysis 2
Resource ID: SCR_026154

Alternate IDs: GEPIA2

Alternate URLSs: http://gepia2.cancer-pku.cn/
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Record Creation Time: 20241210T053256+0000

Record Last Update: 20260728T043733+0000

Ratings and Alerts

No rating or validation information has been found for Gene Expression Profiling
Interactive Analysis 2.

No alerts have been found for Gene Expression Profiling Interactive Analysis 2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 545 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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